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(FILE 1 HOME 1 ENTERED AT 14:32:50 ON 11 AUG 2006) 



FILE 'MEDLINE, AGRICOLA, BIOSIS, CAPLUS, EMBASE, SCISEARCH' ENTERED AT 
14:33:09 ON 11 AUG 2006 

E KERSCHBAUMER R/AU 



LI 


64 


E3 OR E5 OR E6 OR E4 






E SCHEIFLINGER F/AU 


L2 


233 


E3 OR E5 


L3 


273 


LI OR L2 


L4 


22760 


(FACTOR (W) (IX OR IXA OR NINE) ) OR FIXA OR F-IX OR F-IXA OR FAC 


L5 


3410026 


ANTIBODY OR ANTIBODIES OR IMMUNOGLOBULIN OR IMMUNOGLOBULINS OR 


L6 


17 


L3 AND L4 


L7 


9 


DUP REM L6 (8 DUPLICATES REMOVED) 


L8 


3200 


L4 (P) L5 


L9 


1855 


L4 (S) L5 


L10 


510445 


PROCOAGULANT OR COAGULANT OR COAGULATION OR CLOT OR CLOTTING 


Til 


3 0 DU / o 


IrlKUJyiDUo UK iriKUMol OK lnKUMbOolo 


L12 


941 


L9 (P) (L10 OR Lll) 


L13 


481 


L9 (S) (L10 OR Lll) 


L14 


0 


224F3 


L15 


0 


198B1 


L16 


0 


224/F3 OR 198/B1 


L17 


0 


(224(W)F3) OR (198(W)B1) 


L18 


0 


(224-F3) OR (198-B1) 


L19 


104138 


(FACTOR(W) (X OR XA OR VIII OR VIIIA) ) OR FXA OR FVIII OR FVIII 


L20 


370 


L12 (P)L19 


L21 


140 


L13(P)L19 


L22 


65 


DUP REM L21 (75 DUPLICATES REMOVED) 


=> 







EAST Search History 



Ref 
# 


Hits 


Search Query 


DBS 


Default 
Operator 


Plurals 


Time Stamp 


LI 


10 


(("4395396") or ("4873316") or 
("5932706") or ("6632927") or 
("6391299")).PN. 


US-PGPUB; 
USPAT; 
USOCR; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2006/08/11 14:25 


L2 


0 


( n (factoradj(IXorIXa))orF-IXorF-IX 
aorfIXa").PN. 


US-PGPUB; 
USPAT; 
USOCR; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2006/08/11 14:27 


L3 


356 


(factor adj (IXorlXa)) or F-IX or 
F-IXa or fIXa 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/08/11 14:28 


L4 


302951 


antibody or antibodies or 
immunoglobulin or 
immunoglobulins or IgG or IgE or 
IgA or IgM or Fab or Fv or scFv or 
sFv or Fab' 


US-PGPUB; 
USPAT; ; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/08/11 14:29 


L5 


31 


13 with 14 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/08/11 14:29 


L6 


83 


13 same 14 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/08/11 14:30 


L7 


106 


kerschbaumer.in. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/08/11 14:30 


L8 


42 


scheiflinger.in. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/08/11 14:31 


L9 


5 


(17 or 18) and 13 


US-PGPUB; 
USPAT; 
EPO; JPO; 
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ADJ 


ON 


2006/08/11 14:40 


L10 


7 


224F3 or 198B1 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/08/11 14:42 


Lll 


3 


224/F3 or 198/B1 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/08/11 14:48 
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L12 


41 


("224" adj F3) or ("198" adj Bl) 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/08/11 14:48 


L13 


3 


112 same 14 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/08/11 14:48 
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| SCORE Search Results Details for Application 
| 10661366 and Search Result us-10-661-366- 
| l.rag. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-1. rag. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title : 

Perfect score: 
Sequence : 



August 9, 2006, 07:45:18 ; Search time 315.7 Seconds 

(without alignments) 
181.033 Million cell updates/sec 

US-10-661-366-1 
663 

1 QVQMQQSGAELVKPGASVKL GS Y Y YAMD YWGQGT S VT VS S 125 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 



2 58 967 9 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: 



Minimum Match 
Maximum Match 
Listing first 



0% 

100% 

1000 summaries 



Database : A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s :* 

9: geneseqp2005s : * 

10 : geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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SCORE Search Results Details for Applicatior 
I 10661366 and Search Result us-10-661-366-1. 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
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start 

Go Back to pn 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 08:17:00 ; Search time 82.3379 Seconds 

(without alignments) 
132.883 Million cell updates/sec 

Title: US-10-661-366-1 
Perfect score: 663 

Sequence: 1 QVQMQQSGAELVKPGASVKL GS Y Y YAMD YWGQGT S VTVS S 125 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 650591 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : /EMC_Celerra_SIDS3 

4 : /EMC_Celerra_SIDS3 

5 : /EMC_Celerra_SIDS3 

6 : /EMC_Celerra_SIDS3 

7: /EMC Celerra SIDS3 



/ptodata/2/iaa/5_COMB.pep: * 
/ptodata/2/iaa/6_COMB.pep: * 
/ptodata/2/iaa/7_COMB . pep : * 
/ptodata/2/iaa/H_COMB . pep : * 
/ptodata/2/iaa/PCTUS_COMB . pep : * 
/ptodata/2 /iaa/RE_COMB . pep : * 
/ptodata/2/iaa/backf ilesl .pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



Score 



% 

Query 

Match Length DB 



SUMMARIES 



ID 



Description 



1 522.5 78.8 116 1 US-08-888-366-2 

2 504.5 76.1 139 1 US-08-253-877C-8 



Sequence 2, Appli 
Sequence 8, Appli 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366-l.ra 



Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 

l.rapbm. 

start 

Go Back to pre* 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: August 9, 2006, 09:01:05 ; Search time 267.491 Seconds 

(without alignments) 
216.462 Million cell updates/sec 

Title : US-10-661-366-1 
Perfect score: 663 

Sequence: 1 QVQMQQSGAELVKPGASVKL GS Y Y YAMD YWGQGT S VTVS S 125 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 2097797 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA_Main: 1 



/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

/EMC_CelerrajSIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 663 100.0 125 5 US-10-661-366-1 Sequence 1, Appli 

2 570 86.0 119 5 US-10-473-977-67 Sequence 67, Appl 

3 527.5 79.6 118 5 US-10-537-061-7 Sequence 7, Appli 
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OM protein - protein search, using sw model 



Run on: 



Title: 



August 9, 2006, 09:02:15 ; Search time 40.9556 Seconds 

(without alignments) 
205.442 Million cell updates/sec 

US-10-661-366-1 



Perfect score: 663 



Sequence : 



1 QVQMQQS GAELVKPGAS VKL GS YYYAMDYWGQGTSVTVSS 125 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



239914 seqs, 67312017 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : 



239914 



Published_Applications_AA_New: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09JtfEW_PUB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

3: /EMC__Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

4 : /EMC_CelerraJ3IDS3/ptodata/2/pubpaa/US08JJEW_PUB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW - PUB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep: * 

7 : /EMC_Celerra__SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 
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No. 


Score 


Match 


Length DB 


ID 


Description 




1 


508 


76. 


6 


138 


7 


US- 11-22 4-664 -31 

W W X. X fa* A W V J W -L. 


Sequence 


31, 


rtppx 


2 


504 . 5 


76. 


1 


120 


7 


US- 11-2 90- 68 7-70 

W 4_J X X «/ W WW * # W 


Sequence 


70, 


Dnn *1 


3 


492 


74. 


2 


117 


7 


US- 11 -2 9 0-68 7 -68 

W *— ' X, -X- -/ W W W 1 W W 


Sequence 


68, 


Ar*n 1 


4 


490.5 


74. 


0 


269 


6 


US- 10-53 9- 4 02-1 

\J X W W W T W -J*. 


Sequence 


1, 


Appli 


5 


479 


72. 


2 


247 


7 


US- 11-270-894-1 

W fc^ X X L~ 9 W W X -L 


Sequence 


1, 


Appl i 


6 


475 . 5 


71. 


7 


249 


7 


Uw XX J Ju «_> «J w xo 


Sequence 


18, 


/\ppj_ 


7 


473 . 5 


71. 


4 


120 


7 


US -11-290- 68 7-67 

W X X ■/ V WW/ W # 


Sequence 


67, 


-rtppj. 


8 


473 . 5 


71. 


4 


122 


7 


US -11-254-182-28 

WW JU X W ^ -L. w Cm \J 


Sequence 


28, 


Ann 1 


9 


473.5 


71. 


4 


122 


7 


US- 11-10 6-7 62-11 

W W J. J. 1 V W » W 1 1 


Sequence 


11, 




10 


473 . 5 


71. 


4 


122 


7 


US- 11-2 38 -2 8 1-7 

WW -I. -1. W W W 1 1 


Sequence 


7, 


/"\kJkJX X 


11 


473 . 5 


71. 


4 


122 


7 


US-11-2 91-698A-47 

w -L- -X, X \J W 1 k A * 


Sequence 


47, 


/\ppx 


12 


472 . 5 


71. 


3 


120 


7 


US-11-290-687-61 

V w XI Cm S \J W W f \J -L. 


Sequence 


61, 


/\ppx 


13 


472 


71. 


2 


118 


6 


US- 10-684 -237-12 


Sequence 


12, 


^ppx 


14 


467 


70. 


4 


121 


7 


US- 11-2 5 6-0 60-2 

w J J L W W \J w \J Cm 


Sequence 


2, 


Ap^J. X 


15 


467 


70. 


4 


140 


7 


US-11-183-218-62 

w *j x> x x v w x w w tu 


Sequence 


62, 




16 


467 


70. 


4 


451 


6 


US- 10-8 22 -2 31-4 


Sequence 


4, 


ZiTiT^I "i 
r\kVLvX X 


17 


467 


70. 


4 


451 


6 


US -10-822-231-5 


Sequence 


5, 


/-Vkv px X 


18 


467 


70. 


4 


451 


7 


US- 11-174-2R7-S 

11 X/— Cm \-) 1 *J 


Sequence 


5, 


-rlLykVX X 


19 


467 


70. 


4 


451 


7 


ttc_ i 1_174-?fi7_7 

w O XX X / 4 c, O t 1 


Sequence 


7, 


Appli 


20 


467 


70. 


4 


451 


7 


US- 11-2 5 6- 060- 17 


Sequence 


17, 




21 


465 . 5 


70. 


2 


120 


7 


US- 11-2 90- 68 7 -63 

w w 1 1 Cm m* w w w r w w 


Sequence 


63, 




22 


462 . 5 


69. 


8 


120 


7 


US-11-290-687-7? 

W W XX C. J \J WW 1 1 Cm 


Sequence 


72, 




23 


460 


69. 


4 


235 


7 


US- 11-155- 90 9 -2 4 

-1_ _J_ X w W «✓ W ^* Cm Tt 


Sequence 


24, 


/\ppx 


24 


460 


69. 


4 


255 


7 


US- 11- 15 5 -90 9 -21 

W ' -1 X ■W W \J ^ t*. X 


Sequence 


21, 




25 


460 


69. 


4 


297 


7 


US-11-155-909-19 

WW -1 L .L W W mt \J mt -L 


Sequence 


19, 




26 


459 


69. 


2 


125 


7 


US- 11-2 19-5 63-7 9 

W *_J X X X W v W f «/ 


Sequence 


79, 




27 


452 . 5 


68. 


3 


122 


7 


US-11-224-664-28 

Uw 11 a U U i Cm \J 


Sequence 


28, 


/\ppx 


28 


452 . 5 


68. 


3 


242 


7 


US- 11-183-325-20 

W W 11 1 *J -J *J Cm *J 6 V 


Sequence 


20, 


/\pp± 


29 


452 


68. 


2 


125 


7 


US- 11-00 6-808-4 4 

WW 11 UUU U wU T T 


Sequence 


44, 


21 nn 1 
/\pp± 


30 


451 . 5 


68. 


1 


120 


7 


US- 11-2 90- 687-62 

wij 11 Cm -J \J WW 1 WC. 


Sequence 


62, 


.appx 


31 


450 . 5 


67. 


9 


118 


7 


US- 11-290-687-59 

\J w XX Cm ~J \J w w / sJ ^/ 


Sequence 


59, 


/\ppx 


32 


448 


67. 


6 


115 


6 


US- 10- 57 0-220-82 


Sequence 


82, 


/\pp± 


33 


447 . 5 


67. 


5 


242 


7 


UO XX XOO £+ *J XO 


Sequence 


18, 


Appl 


34 


444 . 5 


67. 


0 


132 


6 


US- 10-513-53 9A-2 


Sequence 


2, 




35 


442 . 5 


66. 


7 


124 


7 


US- 11 -2 9 0-68 7 -65 


Sequence 


65, 


/\ppx 


36 


442 . 5 


66. 


7 


124 


7 


US-1 1-290-687-6Q 


Sequence 


69, 


Appl 


37 


442 


66. 


7 


119 


7 


US- 11-18 3-2 18-54 

XX X (J J O X (J 


Sequence 


54, 


/\PP± 


38 


442 


66. 


7 


143 


7 


US- 11-22 4 -664 -2 6 


Sequence 


26, 


*Vppx 


39 


441 


66. 


5 


121 


7 


US- 11-061-84 1-20 

W>J X X KJ \J X (J *1 X w 


Sequence 


20, 


/\pp± 


40 


441 


66. 


5 


123 


7 


WtJ XX www ovo ^ 


Sequence 


9, 


i-vppx i 


41 


439 . 5 


66. 


3 


124 


7 


US -11-290- 68 7-66 


Sequence 


66, 


>vppx 


42 


438 . 5 


66. 


1 


121 


6 


US- 10-522-08 6-2 


Sequence 


2, 


1\tjt>1 "i 
^n.ppx x 


43 


438 . 5 


66. 


1 


123 


7 


US -11-290- 687-60 


Sequence 


60, 


Mppx 


44 


438 . 5 


66. 


1 


167 


7 


US-11-301-373-56 

WW XI «^V/1 W ' W WW 


Sequence 


56, 


/\ppx 


45 


437 . 5 


66. 


0 


119 


6 


US- 10- 9 68 -7 57-17 

W l_J XW m/ \J\J 1 -J 1 X ' 


Sequence 


17, 


Appi 


46 


436. 5 


65. 


8 


132 


6 


US- 10-513-53 9A- 6 


Sequence 


6, 


Appli 


47 


436 


65. 


8 


117 


6 


US- 10-684 -237 -14 


Sequence 


14, 


i-ippx 


48 


435. 5 


65. 


7 


123 


7 


US- 11-2 9 0-687-58 


Sequence 


58, 


/\ppx 


49 


435.5 


65. 


7 


123 


7 


US- 11-2 90- 687-64 

WW 11 C S \J WW' WTX 


Sequence 


64, 




50 


434 . 5 


65. 


5 


118 


7 


US- 11-2 97 -317 -2 


Sequence 


2, 


Appl i 


51 


434 . 5 


65. 


5 


448 


7 


US-11-297-317-4 

WW X X Cm mS f W X f " 


Sequence 


4, 


rtppi X 


52 


433 . 5 


65. 


4 


139 


6 


US- 10-533-1 04 A-21 

WW X w www X VJ T X 


Sequence 


21, 


App± 


53 


433 . 5 


65. 


4 


139 


6 


US-10-533-104A-22 

w w X *J www lUIrt Z-. 4. 


Sequence 


22, 


App± 


54 


433 


65. 


3 


140 


7 


US-11-006-808-4 


Sequence 


4, 


Appli 


55 


432.5 


65. 


2 


117 


6 


US-10-522-086-1 


Sequence 


1, 


Appli 


56 


431.5 


65. 


1 


121 


6 


US-10-522-086-4 


Sequence 


4, 


Appli 


57 


430 


64. 


9 


125 


7 


US-11-219-563-80 


Sequence 


80, 


Appl 


58 


426.5 


64. 


3 


120 


7 


US-11-304-986-22 


Sequence 


22, 


Appl 


59 


426 


64. 


3 


129 


7 


US-11-006-808-45 


Sequence 


45, 


Appl 
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I SCORE Search Results 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6< 
start 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



August 9, 2006, 08:00:49 ; Search time 49.0614 Seconds 

(without alignments) 
245.144 Million cell updates/sec 

US-10-661-366-1 
663 

1 QVQMQQSGAELVKPGASVKL GS Y Y YAMD YWGQGT S VTVS S 125 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



283416 



Database 



PIR 80: 



pirl : * 
pir2 : * 
pir3: * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


509 


76.8 


123 


2 


F48677 


Ig heavy chain V-D 


2 


504 


76.0 


123 


2 


E48677 


Ig heavy chain V-D 


3 


498 


75.1 


140 


2 


PH1482 


Ig heavy chain V r 


4 


493 


74.4 


123 


2 


G48677 


Ig heavy chain V-D 


5 


492 


74.2 


246 


2 


S38950 


Ig gamma chain - m 


6 


492 


74.2 


446 


2 


S40295 


Ig gamma-2a chain 


7 


491 


74.1 


138 


2 


E32513 


Ig heavy chain pre 


8 


482.5 


72.8 


131 


2 


S66537 


Ig heavy chain V r 
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9 


482 


72 . 


7 


121 


2 


A26405 


10 


482 


72 . 


7 


138 




<??1 fil 0 


11 


479. 5 


72 . 


3 


120 


2 


G28195 


12 


477 


71 . 


9 


140 


2 


PH148 4 


13 


477 


71 . 


g 


1 40 


? 


PHI 4ft 9 

XT O X *i O ^ 


14 


476 


71 . 


8 


121 

X £• J. 


9 
£• 


A?1 R54 

X Q «J *i 


15 


475 . 5 


71 . 


7 


115 


2 


A54 ^7ft 


16 


475 . 5 


71 . 


7 


1^9 

X O J 




PQOO? 4 


17 


474 


71 . 


5 


118 


2 


S38565 

J J U J U J 


18 


474 


71 . 


5 


140 




PHI 4 9 ft 


19 


473 . 5 


71 . 


4 


119 


0 

Cm 


A? 4 67? 

At. *t VJ / £ 


20 


473 


71 . 


3 


135 


2 


PH1493 


21 


473 


71 . 


3 


140 


1 


HVM C ?G7 

11 V 1 ItJ VJ f 


22 


470 


70 . 


9 


140 


2 


PH1486 


23 


4 69.5 


70 . 


8 


120 


2 


F? 8 1 9 5 

£ £. VJ X -7 «J 


24 


469 . 5 


70 . 


8 


4 69 




S37483 


25 


4 68 


70 . 




119 


c 


PHI 5?0 
r n j. +j £, \j 


2 6 


467 


70 . 


4 


123 


2 


<5?064 6 


27 


466.5 


70 . 


4 


120 


2 


S41394 


28 


466 5 
*i \j \j . j 


70 


4 


1 90 

X L. Vj 




R??7 69 


29 


466.5 


70 . 


4 


122 


2 


524287 


30 


466 


70 . 


3 


119 


2 


PH1502 


31 


466 


70 . 


3 


140 


c* 


PHI 48ft 


32 


465 . 5 


70 . 


2 


139 


1 

X 


i in i io x \j 


33 


465 . 5 


70 . 


2 


287 


4 


PC4402 


34 


465 


70 . 


1 


119 


2 


PHI 5?1 

rn x «j £* x 


35 


463 


69 . 


8 


121 


2 


A^0551 


36 


4 62 . 5 


69 . 


8 


117 


2 


PT,0?^7 


37 


46? 


63 


7 


119 

X X 7 


9 


PHI 50 4 


38 


462 


69 . 


7 


119 


2 


PHI 51 ? 


"39 


4 6? 


69 


7 


iZ. J 


9 


R?0 560 


4 n 


4 60 


69 

VJ Zf • 


4 


1 

JL £, £, 


9 


Q9D64 ? 


4 1 

*a X 


4 59 5 


69 

VJ -7 • 




117 


9 


PT.09? R 


42 


459 


69 . 


2 


119 

X X -7 


2 


PHI 51 8 

XT XIX J1U 


43 


459 


69 . 


2 


119 


2 


PHI 500 


44 


457 


68 . 


9 


114 


2 


PH1522 


45 


456.5 


68 . 


9 


115 


2 


PL0238 


4 6 


456 5 


68 
vj o • 


Q 

z> 


1 41 


9 
£ 


A39?7 6 


47 


456 


68 . 


8 


119 


2 


E30562 


4fi 


456 


68 . 


8 


135 


9 


PHI 4 9? 


4 9 


4 55 

T J J 


6ft 


vj 


1 7 5 

X «J 


9 


c ??063 9 


50 


454 . 5 


68 . 




117 


2 


R?7 56^ 


51 • 


454 


68 . 


5 


117 


1 


HVMSA1 


52 


454 


68 . 


5 


118 


2 


A2 4754 


53 


453 . 5 


68 . 


4 


139 


2 


A27609 


54 


453 


68 . 


3 


114 


2 


PH1523 


c; t; 
*j »j 


453 


68 . 


3 


1 1 9 

x x y 


9 
c* 


PHI 51 7 

XT Xi 1JX / 


56 


452 


68 . 


2 


135 


2 


PHI 4 94 


57 


452 


68 . 


? 


140 


2 


PH148 3 


58 


451 


68 . 


o 


119 


2 


PHI 505 

XT 11 1 J u J 


5 9 


450.5 


67 

VJ / » 


Q 

z? 


lift 

X X o 


9 


S187 1 7 

O O O /X r 


60 


450 


67 
vj / . 


Q 

Z> 


109 

X VJ Z/ 


9 
c. 


PH0997 

XT XI VJ Z) ZJ 1 


61 

\J X 


450 


67 


9 


140 

X *i VJ 




A361 94 


69 


449 5 


67 


Q 
O 


1 ^ 


9 


PP 1 1 5 5 

XT X X J J 


6 "3 


44 7 


67 

VJ / . 


4 


109 

X \J Z7 


9 


PHI 001 

XT O XUUX 


C A 

OH 


^ yi cr c 
ft ^ O . O 


D / . 


£ 


i on 




buy y o d 


65 


445 


67. 


1 


119 


2 


C30562 


66 


445 


67. 


1 


140 


2 


PH1499 


67 


445 


67. 


1 


140 


2 


S04575 


68 


444.5 


67. 


0 


116 


2 


S53751 


69 


444.5 


67. 


0 


117 


2 


PL0234 



la 


heavy 


chain 


V 


r 


la 


heavy 


chain 


V 




la 


heavy 


chain 


V 


r 


la 
A y 


heavy 


chain 


V 


r 


Ta 

x y 


heavy 


chain 


V 


r 


la 

A y 




chain 


V 


r 


la 
x y 


heavy 


chain 


V 


r 


la 


heavy 


chain 


pre 


la 
x y 




chain 


V 


r 


la 

A y 


heavy 


chain 


v 


r 


la 


heavy 


chain 


pre 


la 
A y 


heavy 


chain 


V 


r 


la 

x y 


heavy 


chain 


pre 


la 

x y 


heavy 


chain 


V 


r 


Ta 
x y 


heavy 


chain 


V 


r 


la 

xy 


gamma - 


-2a chain 


la 


heavy chain 


V 


r 


la 


heavy chain 


V 


r 


la 


heavy chain 


V 


r 


ig 


heavy chain 


v 


r 


ig 


heavy chain 


v 


r 


ig 


heavy chain 


v 


r 


ig 


heavy chain 


v 


r 


ig 


heavy chain 


pre 


pelB leader/Ig 


hea 


Trr 

j-g 


heavy 


chain 


V 


r 


■ L< 3 


heavy 


chain 


V 


r 




heavy 


cha in 


V 


r 




heavy 


chain 


V 


r 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


v 


r 


ig 


heavy 


chain 


v 


r 


ig 


heavy 


chain 


v 


r 


ig 


heavy 


chain 


v 


r 


ig 


heavy 


chain 


v 


r 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


pre 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


v 


r 


ig 


heavy 


chain 


v 


r 


ig 


heavy 


chain 


pre 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


pre 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


pre 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


V- 


-D 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


V 


r 


ig 


heavy 


chain 


pre 


antibody 


Fab Jel 


1 


ig 


heavy 


chain 


V 


r 
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SCORE Search Results Details for Application 
| 10661366 and Search Result us-10-661-366- 
| 1-rup, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-1. rup. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



August 9, 2006, 07:46:18 / Search time 377.986 Seconds 

(without alignments) 
305.902 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-661-366-1 
663 

1 QVQMQQSGAELVKPGASVKL GSYYYAMDYWGQGTSVTVSS 125 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2849598 seqs, 925015592 residues 



Total number of hits satisfying chosen parameters: 



2849598 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1: uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the. score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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I SCORE Search Results Details for Application 
| 10661366 and Search Result us-10-661-366- 
| 2,rag, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-2. rag. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 07:45:18 ; Search time 270.239 Seconds 

(without alignments) 
181.033 Million cell updates/sec 

Title: US-10-661-366-2 
Perfect score: 549 

Sequence: 1 QIVLTQS PAIMSASLGEEIT HQWSSYPRTFGGGTKLEIKR 107 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 2589679 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing : 



Minimum Match 
Maximum Match 
Listing first 



0% 

100% 

1000 summaries 



Database : A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s:* 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 

10 : geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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| 10661366 and Search Result us-10-661-366- 
| 2-rai- 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-2. rai. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 
Perfect score: 549 



August 9, 2006, 08:17:00 ; Search time 70.4812 Seconds 

(without alignments) 
132.883 Million cell updates/sec 

US-10-661-366-2 



Sequence : 



1 QIVLTQSPAIMSASLGEEIT HQWS S Y PRT FGGGTKLE I KR 107 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



650591 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB . pep : * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep:* 

3: /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:" 

6: /EMC_CelerraJSIDS3/ptodata/2/iaa/RE_COMB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: • 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-2. rapbm. 

start 

Go Back to previous pa 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 09:01:05 ; Search time 228.973 Seconds 

(without alignments) 
216.462 Million cell updates/sec 

Title: US-10-661-366-2 
Perfect score: 549 

Sequence: 1 QIVLTQS PAIMSASLGEEIT HQWSSYPRTFGGGTKLEIKR 107 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 2097797 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database 



Published_Applications_AA_Main: * 

1 : /EMC_CelerrajSIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : /EMC_CelerraJ3IDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

3: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

4 : /EMC_CelerraJSIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBC0MB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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UO XU £. O -7 UO /rt L U 
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949 
z. i 


4 
i 
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J J / /-vpp X 


4 4 

4 4 


419 
i j ^ 


ftn 

O U » 


n 


i n7 

x vj / 


-a 

o 


11^-09-1 4 4-ftR6-7R 
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5 


US- 10-4 82 -532 -5 

VJO X VJ Tut J O £■ o 


^pfiupnrp 

OCVjUCHUC 


5 Annl i 

J / rtpp -L -L. 


57 


436.5 


79. 


5 


108 


5 


US-10-895-135-47 


Sequence 


47/ Appl 


58 


436 


79. 


4 


105 


3 


US-09-982-107-12 


Sequence 


12/ Appl 


59 


436 


79. 


4 


105 


5 


US-10-781-989-12 


Sequence 


12, Appl 


60 


436 


79. 


4 


106 


6 


US-11-003-819-6 


Sequence 


6/ Appli 


61 


436 


79. 


4 


106 


6 


US-11-250-411-98 


Sequence 


98/ Appl 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
2,rapbn. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 

366-2. rapbn. 

start 

Go Back to previous p 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table; 



Searched: 



August 9, 2006, 09:02:15 ; Search time 35.058 Seconds 

(without alignments) 
205.442 Million cell updates/sec 

US-10-661-366-2 
549 

1 QIVLTQSPAIMSASLGEEIT HQWSSYPRTFGGGTKLEIKR 107 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 
239914 seqs, 67312017 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



239914 



Database 



Published_Applications_AA_New: * 

1 :• /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09__NEW_PUB.pep:* 

2 : /EMC_CelerrajSIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

3 : /EMC_CelerrajSIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08__NEW_PUB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 
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No. Score Match Length DB ID Description 



1 


506 


92 


.2 


107 


7 


US-11-301-373-7 


Sequence 


7, Appli 


2 


441 


80 


. 3 


242 


7 


US-11-183-325-20 


Sequence 


20, Appl 


3 


438 


79 


.8 


106 


6 


US-10-542-682-18 


Sequence 


18, Appl 


4 


436 


79 


.4 


128 


7 


US-11-321-444-6 


Sequence 


6, Appli 


5 


433 


78 


. 9 


110 


6 


US-10-514-516-6 


Sequence 


6, Appli 


6 


433 


78 


. 9 


605 


6 


US-1Q-514-516-2 


Sequence 


2, Appli 


7 


430 


78 


. 3 


118 


6 


US-10-513-539A-8 


Sequence 


8, Appli 


8 


426 


77 


. 6 


106 


6 


US-10-542-682-17 


Sequence 


17, Appl 


9 


424 


77 


.2 


213 


6 


US-10-822-231-3 


Sequence 


3, Appli 


10 


424 


77 


. 2 


213 


7 


US-11-174-287-6 


Sequence 


6, Appli 


11 


424 


77 


.2 


213 


7 


US- 11-2 5 6-060-1 6 


Sequence 


16, Appl 


12 


423 


77 


. 0 


128 


7 


US-11-315-067-4 


Sequence 


4, Appli 


13 


423 


77 


. 0 


128 


7 


US-11-315-067-6 


Sequence 


6, Appli 


14 


420 


76 


. 5 


109 


7 


US-11-376-338-8 


Sequence 


8, Appli 


15 


419 


76 


. 3 


106 


7 


US-11-256-060-1 


Sequence 


1, Appli 


16 


419 


76 


.3 


128 


7 


US-11-183-218-60 


Sequence 


60, Appl 


17 


418 


76 


. 1 


106 


6 


US-10-542-682-15 


Sequence 


15, Appl 


18 


418 


76 


.1 


106 


6 


US-10-542-682-16 


Sequence 


16, Appl 


19 


418 


76 


.1 


107 


7 


US-11-254-182-25 


Sequence 


25, Appl 


20 


418 


76 


. 1 


107 


7 


US-11-106-762-17 


Sequence 


17, Appl 


21 


418 


76 


. 1 


107 


7 


US-11-238-281-1 


Sequence 


1, Appli 


22 


418 


76 


.1 


107 


7 


US-11-291-698A-41 


Sequence 


41, Appl 


23 


414 


75 


.4 


128 


7 


US-11-321-444-8 


Sequence 


8, Appli 


24 


412 


75 


. 0 


108 


6 


US-10-522-086-5 


Sequence 


5, Appli 


25 


412 


75 


. 0 


129 


6 


US-10-513-148A-4 


Sequence 


4 , Appli 


26 


410. 5 


74 


.8 


128 


6 


US-10-528-928-10 


Sequence 


10, Appl 


27 


410 


74 


.7 


118 


6 


US-10-513-539A-4 


Sequence 


4 , Appli 


28 


407 


74 


.1 


242 


7 


US-11-183-325-18 


Sequence 


18, Appl 


29 


403.5 


73 


.5 


120 


7 


US-11-315-067-37 


Sequence 


37, Appl 


30 


393. 5 


71 


.7 


120 


7 


US-11-315-067-36 


Sequence 


36, Appl 


31 


392 


71 


.4 


106 


7 


US-11-301-373-46 


Sequence 


4 6, Appl 


32 


390 


71 


.0 


213 


7 


US-11-263-230-231 


Sequence 


231, App 


33 


387 


70 


. 5 


213 


7 


US-11-263-230-211 


Sequence 


211, App 


34 


385 


70 


. 1 


106 


7 


US-11-263-230-54 


Sequence 


54, Appl 


35 


385 


70 


. 1 


213 


7 


US-11-263-230-255 


Sequence 


255, App 


36 


384 


69 


.9 


213 


7 


US-11-263-230-233 


Sequence 


233, App 


37 


384 


69 


.9 


213 


7 


US-11-263-230-239 


Sequence 


239, App 


38 


384 


69 


. 9 


213 


7 


US-11-263-230-247 


Sequence 


247, App 


39 


382 


69 


. 6 


106 


7 


US-11-263-230-13 


Sequence 


13, Appl 


40 


382 


69 


.6 


213 


7 


US-11-263-230-241 


Sequence 


241, App 


41 


381 


69 


.4 


107 


7 


US-11-254-182-26 


Sequence 


26, Appl 


42 


381 


69 


.4 


107 


7 


US-11-106-762-1 


Sequence 


1, Appli 


43 


381 


69 


. 4 


107 


7 


US-11-106-762-18 


Sequence 


18, Appl 


44 


381 


69 


. 4 


107 


7 


US-11-238-281-2 


Sequence 


2, Appli 


45 


381 


69 


.4 


107 


7 


US-11-291-698A-42 


Sequence 


42, Appl 


46 


381 


69 


.4 


213 


7 


US-11-254-182-63 


Sequence 


63, Appl 


47 


381 


69 


.4 


213 


7 


US-11-106-762-3 


Sequence 


3, Appli 


48 


381 


69 


.4 


213 


7 


US-11-106-762-24 


Sequence 


24, Appl 


49 


381 


69 


.4 


213 


7 


US-11-238-281-13 


Sequence 


13, Appl 


50 


381 


69 


.4 


232 


7 


US-11-106-762-23 


Sequence 


23, Appl 


51 


381 


69 


.4 


232 


7 


US-11-291-698A-56 


Sequence 


5 6 , Appl 


52 


380 


69 


.2 


106 


7 


US-11-263-230-11 


Sequence 


11, Appl 


53 


380 


69 


.2 


213 


7 


US-11-2 63-2 30-2 37 


Sequence 


237, App 


54 


380 


69 


.2 


213 


7 


US-11-263-230-243 


Sequence 


243, App 


55 


379 


69 


.0 


106 


7 


US-11-263-230-56 


Sequence 


56, Appl 


56 


379 


69 


.0 


106 


7 


US-11-263-230-65 


Sequence 


65, Appl 


57 


379 


69 


.0 


213 


7 


US-11-263-230-245 


Sequence 


245, App 


58 


377 


68 


.7 


106 


7 


US-11-263-230-60 


Sequence 


60, Appl 


59 


377 


68 


.7 


213 


7 


US-11-263-230-333 


Sequence 


333, App 
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| SCORE Sea 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
start 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 08:00:49 ; Search time 41.9966 Seconds 

(without alignments) 
245.144 Million cell updates/sec 

US-10-661-366-2 
549 

1 QIVLTQSPAIMSASLGEEIT HQWS S Y PRT FGGGTKLE I KR 107 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



BL0SUM62 
Gapop 10.0 



Gapext 0 . 5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



283416 



Database 



PIR_80:* 
pirl : * 
pir2: * 
pir3: * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


455 


82.9 


107 


2 


A30562 


Ig kappa chain V r 


2 


454 


82.7 


107 


2 


B30562 


Ig kappa chain V r 


3 


452 


82.3 


94 


2 


S20653 


Ig heavy chain V r 


4 


448 


81.6 


94 


2 


S20650 


Ig heavy chain V r 


5 


439 


80.0 


130 


1 


JL007 9 


Ig kappa chain pre 


6 


438 


79.8 


235 


2 


S25058 


Ig kappa chain - m 


7 


437 


79.6 


140 


2 


PL0013 


Ig kappa chain pre 


8 


434 


79.1 


105 


2 


S26338 


Ig kappa chain V r 
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9 


433 


78 . 9 


106 


2 


PS0071 


Trr 




r»h a "i r\ 
V^lldXll 


V r 

V X 


10 


433 


7ft 9 


1 07 


? 


PT040 


Trr 


ka.ppa 


chain 


V X 


11 


431 


78 . 5 


104 


2 


B49049 




rwd VJ yy a 


r* Vi a i n 


V r 

V X 


12 


430 


78 . 3 


103 


2 


S29591 




Jvd ky ty d 


r*H ai n 
V- XldX 11 


V X 


13 


429 


78 . 1 


106 


2 


G27887 


To 


/vet ky ky d 


k- XldX 11 


V r 

V X 


14 


429 


78 . 1 


130 


2 


2179 *3 

•TYO J X -J 


Trr 


kappa 


chain 


pre 


15 


427 


77 . 8 


107 


2 


PC 4405 


Trr 


ksppa 


chain 


V X 


16 


426 


77 . 6 


107 


2 


Sllll 9 


J-y 


kapps. 


chain 


V X 


17 


424 - 5 


77 . 3 


108 


9 
c 


G30SG0 


Trr 


kappa 


chain 


V r 

V L 


18 


424 


77 . 2 


106 


2 


B54378 


A y 


XX VJ 11 L. 


r* ja "i n 


V r 

V X 


19 


4? 1 


76 7 

/ V/ • / 


i oo 


9 

Cm 


ZZ> ZJ -J Z7 KJ 


Trr 


kappa 


chain 


V X 


20 


421 


76 . 7 


1 07 


9 


SI 1 1 1 ft 

O X X X X o 


Trr 

J-y 


kappa 


chain 


V x 


21 


4 1 9 

T J. Z/ 


76 ? 


1 07 

XV// 


1 
X 


KVMSY 4 
IWrlOA *i 


ig 


kappa 


chain 


V r 


22 


419 


76. 3 


107 


2 


A4 2 8 4 8 


ig 


light 


chain 


V r 


23 


419 


76 3 


1 30 

-LOU 


9 


S04 R7 ? 


ig 


kappa 


chain 


pre 


24 


418 


76 . 1 


106 


2 


PL0082 

X. JJ V U U L 


ig 


kappa 


chain 


V r 


25 


418 


76.1 


107 


2 


S11121 


ig 


kappa 


chain 


V r 


26 


417 


76.0 


104 


2 


JC607 6 


anti-D-dimer monoc 


27 


416 


75 . 8 


1 99 

X £. -7 


i 

-L 


rv v i io / o 


Trr 

ig 


kappa 


chain 


pre 


28 


415 . 5 


75 . 7 


108 


2 


O J (J 1 \J 


!g 


1 -i rrVt +- 

xigriL, 


chain 


v r 


29 


415 


75 . 6 


130 


2 


R??4 S6 


Trr 

!g 


kappa 


chain 


pre 


30 


414 


75 . 4 


113 


2 


<50?4 1 0 


Trr 


kappa 


chain 


pre 


31 


412 


75 . 0 


107 


2 


PT0402 


Trr 

x g 


1 H rrVt-t- 


chain 


v r 


32 


411 


74.9 


1 90 




A?4ft7 1 

rtO *a O / X 


Trr 

ig 


kappa 


chain 


v r 


33 


410 


74 . 7 


123 


2 




Trr 

!g 


kappa 


chain 


pre 


34 


409 


74.5 


1 07 

XV// 


0 


Si 1 1 1 7 

O X X X X / 


Trr 


kappa 


chain 


v r 


35 


408 


74.3 


108 




S? 9 Sft 1 


Trr 

x g 


kappa 


chain 


v r 




407 


74 1 


1 07 

XV// 


9 


SI 1 1 1 9 
O X X X X £. 


Trr 

ig 


kappa 


chain 


v r 


37 


407 

*1 V/ / 


74 1 


1 Oft 
X u o 


9 
£ 


PT. 097ft 


ig 


kappa 


chain 


v r 


38 


407 


74.1 


1 39 

X O c. 


9 


S0S96ft 


Trr 

!g 


kappa 


chain 


pre 


39 


406 


74.0 


1 09 


? 


PT040 S 


Trr 

!g 




chain 


v r 


40 


405 


73 . 8 


107 


2 


PD0011 


Trr 

j-g 


kappa 


chain 


v r 


4 1 


40 S 

1 V J 


7? ft 


1 07 

XV// 


9 
c. 


PTO ? 9 ft 


ig 


1 -i rtVt +- 

xignu 


chain 


v r 


42 


404 


73 . 6 


97 


0 

€m 


PHI 0ft4 


ig 


xignt. 


chain 


v r 


43 


404 


73.6 


1 07 

XV// 


9 


PT04 0 ? 


ig 


xignt. 


chain 


v r 


4 4 
* * 


40? 

t v/ o 


7 ? 4 

/ O . *a 


1 Oft 

X V/ o 


9 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
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Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-2. rup. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:46:18 ; Search time 323.556 Seconds 

(without alignments) 
305.902 Million cell updates/sec 

Title: US-10-661-366-2 
Perfect score: 549 

Sequence: 1 QIVLTQSPAIMSASLGEEIT HQWS S Y PRT FGGGTKLEI KR 107 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1: uniprot_sprot : * 
2: uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 451 82.1 134 2 Q8VDD0_MOUSE Q8vdd0 mus musculu 

2 442 80.5 114 2 Q8K1F1_M0USE Q8klfl mus musculu 

3 439 80.0 112 2 Q8K1F3_M0USE Q8klf3 mus musculu 

4 437 79.6 235 2 Q58EV6 MOUSE Q58ev6 mus musculu 
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SCORE Search Results Details for Application 
I 10661366 and Search Result us-10-661-366- 
| 3,closed-rag. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-3. closed. rag. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 06:40:12 / Search time 92.9508 Seconds 

(without alignments) 
49.189 Million cell updates/sec 

Title: US-10-661-366-3 

Perfect score: 44 

Sequence: 1 SASSSVSYML 10 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 837128 



Minimum DB seq length: 0 
Maximum DB seq length: 15 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



Database : A__Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s :* 

4: geneseqp2001s :* 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s :* 

9: geneseqp2005s :* 

10 : geneseqp2006s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
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start 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:02:53 ; Search time 24.5902 Seconds 

(without alignments) 
35.596 Million cell updates/sec 

Title : US-10-661-366-3 

Perfect score: 44 

Sequence: 1 SASSSVSYML 10 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 249102 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : Issued Patents AA: * 



/EMC_Celerra_SIDS3/ptodata/2/iaa/5_C0MB.pep: * 

/EMC_CelerraJ3IDS3/ptodata/2/iaa/6_COMB.pep:* 

/EMC_CelerraJ3IDS3/ptodata/2/iaa/7_C0MB.pep:* 

/EMC_CelerraJ3IDS3/ptodata/2/iaa/H_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/RE_C0MB.pep: * 

/EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



http://es/ScoreAccessWeb/GetIte^ 8/11/06 



SCORE Search Results Details for Application 10661366 and Search Result us-10-661-3... Page 2 of 62 



1 


40 


90 


.9 


10 


1 


US-08-116-778E-9 


Sequence 


9, Appli 


2 


40 


90 


.9 


10 


1 


US-08-438-562-9 


Sequence 


9, Appli 


3 


40 


90 


.9 


10 


1 


US-08-483-528B-97 


Sequence 


97, Appl 


4 


40 


90 


.9 


10 


2 


US-08-836-561-49 


Sequence 


4 9, Appl 


5 


40 


90 


.9 


10 


2 


US-09-393-385B-108 


Sequence 


108, App 


6 


40 


90 


.9 


10 


2 


US-09-434-122-49 


Sequence 


49, Appl 


7 


40 


90 


.9 


10 


2 


US-09-563-222C-41 


Sequence 


41, Appl 


8 


40 


90 


.9 


10 


2 


US-09-798-689-4 


Sequence 


4, Appli 


9 


40 


90 


.9 


10 


2 


US-10-195-752-108 


Sequence 


108, App 


10 


40 


90 


.9 


10 


2 


US-09-453-718B-12 


Sequence 


12, Appl 


11 


40 


90 


.9 


10 


2 


US-09-453-718B-18 


Sequence 


18, Appl 


12 


39 


88 


.6 


10 


2 


US-08-479-089A-10 


Sequence 


10, Appl 


13 


39 


88 


.6 


10 


2 


US-07-669-545B-10 


Sequence 


10, Appl 


14 


37 


84 


.1 


10 


1 


US-07-946-421-1 


Sequence 


1, Appli 


15 


37 


84 


.1 


10 


2 


US-09-171-945-26 


Sequence 


26, Appl 


16 


37 


84 


.1 


10 


2 


US-09-910-059-26 


Sequence 


2 6, Appl 


17 


36 


81 


.8 


10 


2 


US-09-280-028-12 


Sequence 


12, Appl 


18 


36 


81 


.8 


10 


2 


US-09-091-071-3 


Sequence 


3, Appli 


19 


36 


81 


.8 


10 


2 


US-09-771-415-3 


Sequence 


3, Appli 


20 


36 


81 


.8 


10 


2 


US-09-996-288-14 


Sequence 


14, Appl 


21 


36 


81 


.8 


10 


2 


US-09-996-265-14 


Sequence 


14, Appl 


22 


36 


81 


.8 


11 


1 


US-08-432-694-2 


Sequence 


2, Appli 


23 


36 


81 


.8 


11 


1 


US-08-432-694-4 


Sequence 


4, Appli 


24 


33 


75 


.0 


10 


2 


US-08-783-853A-12 


Sequence 


12, Appl 


25 


33 


75 


.0 


10 


2 


US-09-344-050-12 


Sequence 


12, Appl 


26 


33 


75 


.0 


11 


1 


US-08-432-694-3 


Sequence 


3, Appli 


27 


33 


75 


.0 


12 


1 


US-08-482-228-42 


Sequence 


42, Appl 


28 


33 


75 


.0 


12 


2 


US-08-482-528-42 


Sequence 


42, Appl 


29 


33 


75 


.0 


14 


1 


US-08-482-228-46 


Sequence 


4 6, Appl 


30 


33 


75 


.0 


14 


2 


US-08-482-528-46 


Sequence 


4 6, Appl 


31 


32 


72 


.7 


10 


2 


US-09-996-288-144 


Sequence 


144, App 


32 


32 


72 


.7 


10 


2 


US-09-996-288-185 


Sequence 


185, App 


33 


32 


72 


.7 


10 


2 


US-09-996-288-191 


Sequence 


191, App 


34 


32 


72 


.7 


10 


2 


US-09-996-265-144 


Sequence 


144, App 


35 


32 


72 


.7 


10 


2 


US-09-996-265-185 


Sequence 


185, App 


36 


32 


72 


.7 


10 


2 


US-09-996-265-191 


Sequence 


191, App 


37 


32 


72 


.7 


11 


1 


US-08-432-694-8 


Sequence 


8, Appli 


38 


32 


72 


.7 


• 11 


1 


US-08-432-694-16 


Sequence 


16, Appl 


39 


31 


70 


.5 


10 


2 


US-09-996-288-39 


Sequence 


39, Appl 


40 


31 


70 


.5 


10 


2 


US-09-996-288-72 


Sequence 


72, Appl 


41 


31 


70 


.5 


10 


2 


US-09-996-288-122 


Sequence 


122, App 


42 


31 


70 


.5 


10 


2 


US-09-996-288-168 


Sequence 


168, App 


43 


31 


70 


.5 


10 


2 


US-09-996-265-39 


Sequence 


39, Appl 


44 


31 


70 


.5 


10 


2 


US-09-996-265-72 


Sequence 


72, Appl 


45 


31 


70 


.5 


10 


2 


US-09-996-265-122 


Sequence 


122, App 


46 


31 


70 


.5 


10 


2 


US-09-996-265-168 


Sequence 


168, App 


47 


31 


70 


.5 


11 


1 


US-08-432-694-10 


Sequence 


10, Appl 


48 


31 


70 


.5 


11 


1 


US-08-432-694-11 


Sequence 


11, Appl 


49 


31 


70 


.5 


11 


1 


US-08-432-694-12 


Sequence 


12, Appl 


50 


31 


70 


.5 


11 


1 


US-08-432-694-14 


Sequence 


14, Appl 


51 


31 


70 


.5 


11 


1 


US-08-432-694-15 


Sequence 


15, Appl 


52 


30 


68 


.2 


10 


2 


US-09-996-288-188 


Sequence 


188, App 


53 


30 


68 


.2 


10 


2 


US-09-996-265-188 


Sequence 


188, App 


54 


30 


68 


.2 


11 


1 


US-08-432-694-9 


Sequence 


9, Appli 


55 


29 


65 


.9 


10 


1 


US-08-432-694-5 


Sequence 


5, Appli 


56 


29 


65 


.9 


11 


1 


US-08-432-694-13 


Sequence 


13, Appl 


57 


28 


63 


.6 


10 


2 


US-09-996-288-104 


Sequence 


104, App 


58 


28 


63 


.6 


10 


2 


US-09-996-288-115 


Sequence 


115, App 


59 


28 


63 


.6 


10 


2 


US-09-996-288-129 


Sequence 


129, App 


60 


28 


63 


.6 


10 


2 


US-09-996-288-153 


Sequence 


153, App 



http://es/ScoreAccessWeb/Geatem.action?AppId=10661366&seqId=580839«&ItemName=us... 8/11/06 



SCORE Search Results Details for Application 10661366 and Search Result us- 10-66 1-3... Page 1 of 58 



SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
| 3.closed-rapbm. 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 

3. closed. rapbm. 

start 

Go Back to prev 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, . 07 : 35 : 38 ; Search time 79.5082 Seconds 

(without alignments) 
58.260 Million cell updates/sec 

Title: US-10-661-366-3 

Perfect score: 44 

Sequence: 1 SASSSVSYML 10 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 395127 



Minimum DB seq length: 0 
Maximum DB seq length: 15 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



Database : 



Published_Applications_AA_Main : * 

1: /EMC_Celerra__SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 

4 : /EMC_CelerraJSIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

5 : /EMC_CelerraJSIDS3/ptodata/2/pubpaa/US10B_PUBCOMB . pep : * 

6: /EMC_CelerraJ5IDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 
Sequence 3, Appli 



44 100.0 



10 5 US-10-661-366-3 
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US- 10- 4 68 -4 9 6-1904 


Seauence 


1904. Ad 


57 


34 


77 


.3 


13 


4 


US- 10- 4 68-4 9 6-197 5 


Sequence 


1975, Ap 


58 


33 


75 


.0 


10 


3 


US-09-965-099-12 


Sequence 


12, Appl 


59 


33 


75 


.0 


10 


4 


US-10-051-852-12 


Sequence 


12, Appl 


60 


33 


75 


.0 


10 


4 


US-10-230-880-115 


Sequence 


115, App 


61 


33 


75 


.0 


10 


4 


US-10-430-176-12 


Sequence 


12, Appl 


62 


33 


75 


.0 


10 


4 


US-10-681-421-12 


Sequence 


12, Appl 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
3. closed. rapbn. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-3. closed. rapbn. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



August 9, 2006, 07:36:48 ; Search time 12.623 Seconds 

(without alignments) 
53.325 Million cell updates/sec 



Title: US-10-661-366-3 
Perfect score: 44 



Sequence : 
Scoring table: 



Searched: 



1 SASSSVSYML 10 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 
239914 seqs, 67312017 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 



27373 



Post-processing: 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 500 summaries 

Published__Applications_AA_New: ' 



/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 
/EMC_Celerraj5IDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 
/EMC_CelerraJ3IDS3/ptodata/2/pubpaa/USl0J*EW_PUB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep: * 
/EMC_Celerra__SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 
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No . 


Score 


Match 


Length DB 


ID 


Description 


1 


40 


90. 


9 


10 


6 


US-1 0-542- 682-38 


Sequence 


38, Appl 


2 


36 


81. 


8 


10 


6 


US-10-513-148A-8 


Sequence 


8, Appli 


3 


36 


81. 


8 


10 


7 


US- 11-2 54-1 82 -S7 


Sequence 


57, Appl 


4 


36 


81. 


8 


10 


7 


UiJ XX X U U / U L L U 


Sequence 


20, Appl 


5 


36 


81. 


8 


10 


7 


US- 11-2 63-2 30-1 4 

U O XX LUO L O U X " 


Sequence 


14, Appl 


6 


36 


81. 


8 


10 


7 


US-1 1-291 -698A-4 4 

UiJ XX L J? X U _/ U/T. *i *j 


Sequence 


44, Appl 


7 


34 


77. 


3 


10 


7 


US-11-301-373-8 

UO XX J U 1 o / o o 


Sequence 


8, Appli 


8 


32 


72. 


7 


10 


7 


US-11-263-230-1 44 

UiJ XX LUO L O V XT" 


Sequence 


144, App 


9 


32 


72. 


7 


10 


7 


US-11-263-230-18S 

U O XX L U O LOU XO J 


Sequence 


185, App 


10 


32 


72. 


7 


10 


7 


US-11-263-230-191 


Sequence 


191, App 


11 


32 


72. 


7 


10 


7 


US- 11-2 63-2 30-4 98 


Sequence 


498, App 


12 


31 


70. 


5 


10 


7 


US-1 l_?S4-182-67 

U O J.1 L O *-j IOl O/ 


Sequence 


67, Appl 


13 


31 


70. 


5 


10 


7 


US- ii_if)6-762-29 

U O XX 1UO / UL L 17 


Sequence 


29, Appl 


14 


31 


70. 


5 


10 


7 


ttc_ 11-238-281 -3S 

XX LOX O J 


Sequence 


35, Appl 


15 


31 


70. 


5 


10 


7 


US- 11-263-230-39 


Sequence 


39, Appl 


16 


31 


70. 


5 


10 


7 


US-1 1 _oco_oon_7o 

U XX LUO LOU / £ 


Sequence 


72, Appl 


17 


31 


70. 


5 


10 


7 


US-1 1-263-230-1 22 

UO XX U J LOU 111 


Sequence 


122, App 


18 


31 


70. 


5 


10 


7 


US-1 1-263-230-1 68 

U O XX LUO c JU x u o 


Sequence 


168, App 


19 


31 


70. 


5 


10 


7 


US- 11-263-2 30-33S 

Vkj XX L U J LOU O O O 


Sequence 


335, App 


20 


31 


70. 


5 


12 


7 


US-11-37 6-338-12 

UtJ XX O / U O O U XL 


Sequence 


12, Appl 


21 


30 


68. 


2 


10 


7 


US- 1 1_9fiQ_?'3n-1 88 

XX LUO LOW XOO 


Sequence 


188, App 


22 


30 


68. 


2 


10 


7 


TJS-11-263-230-4S2 

UO XX LUO LOU lOL 


Sequence 


452, App 


2 3 

L O 


30 

O U 


68. 


2 


10 


7 


US-1 1 -963— 930— 4S3 
UO XX lOo l o U 4 o o 


Sequence 


453, App 


24 


28 


63. 


6 


10 


6 


US-1 0-S42-682-37 

UO XU JlL uol o / 


Sequence 


37, Appl 


25 


28 


63. 


6 


10 


7 


US-1 l-?^-?^-! f)4 

UO XX LUO LOU XU4 


Sequence 


104, App 


2 6 


28 


63. 


6 


10 


7 


US- 1 1-263-230-1 IS 

UO XX LUO LOU xxo 


Sequence 


115, App 


27 


28 


63. 


6 


10 


7 


tic_1 1 _9 ?n~ 1 29 

UO XX LOO LOU XL 17 


Sequence 


129, App 


28 


28 


63. 


6 


10 


7 


US-1 1-263-230-1 S3 

UO XX LUO LOU X -J o 


Sequence 


153, App 


29 


28 


63. 


6 


10 


7 


US -1 1-263-230-1 81 

UO XX LUO LOU X O X 


Sequence 


181, App 


30 


28 


63. 


6 


10 


7 


US-1 1-263-230-1 93 

UO XX LUO LOU 1 7 J 


Sequence 


193, App 


31 


28 


63. 


6 


10 


7 


Uq_i 1-263-230-1 97 

UO XX LUO LOU X 1 


Sequence 


197, App 


32 


28 


63. 


6 


10 


7 


US- 11-2 63-230-489 

UO XX LUO LOU i O — V 


Sequence 


48 9, App 


33 


28 

L o 


63. 


6 


10 


7 


US-1 1-2 63-230-S1 6 

UO XX LUO LOU OXu 


Sequence 


516, App 


34 


27 


61. 


4 


10 


6 


US-1 0-S42-682-SS 

UO XU J4L UOL O «J 


Sequence 


55, Appl 


35 


27 


61. 


4 


10 


7 


US-1 1-263-230-1 36 

UO XX LOO LOU XOO 


Sequence 


136, App 


36 

O u 


27 
l / 


61. 


4 


10 


7 


Uq_1 l_?C'3_0'Jn-1 46 

UO XX LUO LOU 14 D 


Sequence 


14 6, App 


37 


27 


61. 


4 


10 


7 


US-1 1-263-230-1 76 

UO XX LOO LOU X/O 


Sequence 


17 6, App 


38 


27 


61. 


4 


10 


7 


US-1 1-263-230-1 83 

UO XX LOO LOU XOO 


Sequence 


183, App 


39 


27 


61. 


4 


10 


7 


US-1 1-263-230-1 89 

UO XX LOO LOU X O Zf 


Sequence 


189, App 


40 


27 
l / 


61. 


4 


10 


7 


Uq-1 1-263-230-4 99 

UO XX LOO LOU 4 17 J 


Sequence 


499, App 


41 


2 6 


59. 


1 


10 


7 


US-1 1-96^-230-22 

UO XX LUO LOU L L 


Sequence 


22, Appl 


42 


26 


59. 


1 


10 


7 


US- 11-263-230-31 

UO XX LUO LOU OX 


Sequence 


31, Appl 


43 


26 


59. 


1 


10 


7 


US -11-263-230-142 

UU XX LUO LOU X T L 


Sequence 


142, App 


44 


2 6 


59. 


1 


10 


7 


TJS-1 1 -263-230-1 86 

UO XX LOO LOU XOO 


Sequence 


186, App 


4 S 
i o 


2 6 

L u 


59. 


1 


10 


7 


Tjq-1 1 -263-230-207 

UO XX LOO LOU Lu/ 


Sequence 


207, App 


4 6 


2 6 


59. 


1 


10 


7 


US-1 1-263-230-41 2 

UO XX LOO LOU 4 X L 


Sequence 


412, App 


4 7 


2 6 


59. 


1 


10 


7 


Uq-1 1-263-230-413 

UO XX LOO LOU 4XO 


Sequence 


413, App 


4 8 

4 o 


2 6 

L O 


59. 


1 


10 


7 


US-1 1 -263—230-449 

UO XX LUO L OU 14 L 


Sequence 


442, App 


4 9 

4 ^ 


2 6 
L U 


59. 


1 


10 


7 


Uq_1 1-263—230—443 

UO XX LOO LOU 44 J 


Sequence 


443, App 


O V/ 


2 6 

L U 


59. 


1 


10 


7 


nc_i 1-263-230-447 

UO XX LUO LOU 44 / 


Sequence 


447, App 


o X 


2 6 


59. 


1 


10 


7 


Uq-1 1 -263-230-448 

UO XX LOO LOU 440 


Sequence 


448, App 


52 


2 6 


59. 


1 


10 


7 


US-1 1 - 263-230-49S 

UO XX LOO LOU 4 17 O 


Sequence 


495, App 


S3 

-J o 


2 6 

l o 


59. 


1 


10 


7 


US-1 1 -263-230-SOO 

UO XX LUO LOU OUU 


Sequence 


500, App 


54 


26 


59. 


1 


10 


7 


US- 11-263-230-501 


Sequence 


501, App 


55 


25 


56. 


8 


10 


7 


US-11-263-230-120 


Sequence 


120, App 


56 


25 


56. 


8 


10 


7 


US-11-263-230-169 


Sequence 


169, App 


57 


25 


56. 


8 


10 


7 


US-11-263-230-187 


Sequence 


187, App 


58 


25 


56. 


8 


10 


7 


US-11-263-230-454 


Sequence 


4 54, App 


59 


25 


56. 


8 


10 


7 


US-11-263-230-462 


Sequence 


4 62, App 
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SCORE Sean 



Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
start 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



August 9, 2006, 06:51:47 ; Search time 13.7705 Seconds 

(without alignments) 
69.872 Million cell updates/sec 

US-10-661-366-3 
44 

1 SASSSVSYML 10 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



2523 



Database : 



PIR 80:* 



1: 


pirl : 




2: 


pir2 : 


★ 


3: 


pir3 : 


★ 


4 : 


pir4 : 


★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No 



% 

Query 



. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


22 


50.0 


11 


2 


PH0914 


T-cell receptor be 


2 


22 


50.0 


15 


2 


B45115 


peptidylprolyl iso 


3 


21 


47.7 


10 


2 


PH0948 


T-cell receptor be 


4 


21 


47.7 


11 


2 


PH0941 


T-cell receptor be 


5 


21 


47.7 


11 


2 


PH0924 


T-cell receptor be 


6 


21 


47.7 


12 


2 


S47391 


T-cell antigen rec 


7 


20 


45.5 


12 


2 


S47395 


T-cell antigen rec 


8 


20 


45.5 


13 


2 


S47388 


T-cell antigen rec 
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9 


20 


45.5 


1 4 

X 4 


9 
z 


PH077 4 


T— r*p*1 1 rprpnt*rtr V>p 

X l_. C X X J- CLC^J LU1 yJ\Z- 


X w 


z u 


4 S S 

4 O • J 


X o 


o 
Z 


noo on/1 
/io O o U *J 


Vs ^ 4- ^ ^* ^ y% ^ r\ lit 1 1 \-\ 

ncterogencous xxjoo 


11 


19 


43 . 2 


1 9 
X z 


z 


c ?9fi^S7 


T 1 pal 1 rprpnfftr V>o 

X LC1J. i. CLCpLUi 


12 


19 


43.2 


1 7 
X o 


9 
z 


^47 7fi9 

O 4 f O OZ 


x ten autiy cn xc^> 


13 




4 O • Z. 


1 7 
X o 


9 
z 


PHI 47 9 


T— ppI 1 rprpnt" 0 r 

J. ^cii ic^cptvi x/c 


1 4 

X 4 


1 ft 

X o 


4D Q 


ft 
o 


9 
Z 


DT m fi9 
fiiUX DZ 


pax aiuyosxn norun 


15 


1 R 

X o 


4fl 9 


1 1 

X X 


9 
z 


T fiO 4 7 4 

X DU 4 O 4 


fiftVl^a n 01 1 y a f i 1 amon 


16 


18 


40 . 9 


13 


2 


S47359 


T — r* ^ 1 1 ar»i~Trf^n r^r* 
x v—cxx cniu.xyc-11 icu 


17 


1 fi 

X o 


40 9 

4 V/ • 7 


1 4 

X 4 


9 
z 


T4 9 m 4 

X 4 -7 O X 4 


DX44 piOLcin /\ III 


x o 


1 R 
X o 


4 n 9 


1 4 
X 4 


9 
z 


Rfil S97 


rtw4"Ar<Vii"ATna D/l CH TV T 

cyLOcnrome ri ou /iXi 


X Zf 


1 7 

X / 


7ft fi 


Q 

-/ 


9 
z 


PTO fi7 fi 


l'Ccii receptor jjc 


90 


1 7 

X 1 


7ft fi 


1 7 
X o 


9 
z 


047977 

04 / 0 / / 


i ceil aiiuxyen ict. 


Z X 


1 7 
x / 


7ft fi 
oo . o 


1 7 
X o 


9 
z 


<s47 7ft 4 
O 4 / O O 4 


l ceil anuxyen lec 


9 9 

Z Z 


1 7 

X f 


7ft fi 


1 4 

X 4 


9 
z 


pui 7fiQ 


i ceil xecepuox ai 


9 7 
z o 


1 7 
X / 


7ft fi 


1 4 
X 4 


9 
z 


IT flX DU X 


Trt W attain \ r_ H _ T r- 

xg n Cfiain v — u J x 


9 4 

Z 4 


1 7 
X / 


7ft fi 


1 4 
x 4 


9 
Z 


r'Zi ft 7 Q d 

04 0 O 2 4 


ma j or idu-yiODuie 


9 S 
z 


1 7 

X f 


7ft fi 
oo ■ o 


1 S 
X O 


9 
z 


n 9 7 t;n 4 


nxsuone riz/\ mous 


Z \> 


1 7 
x / 


7R fi 
oo • o 


1 s 

X o 


9 
z 


n7S41 7 

/A.O O 4 X J 


zoj\ ocxxne proLcin 


91 

Z I 


1 fi 

X o 


7fi 4 

O O * 4 


fi 
o 


9 
z 


PTfi^9 7 


1 Cell IcCcpLOr ue 


99. 
Z O 


1 fi 

X D 


7fi 4 
O O . 4 


7 


9 
Z 


DTH fi9 fi 
rlU DZ U 


j. ceil recepcor De 


29 


16 


36 . 4 


8 


2 


S68802 


n "i t" t* ^* f" ^ rpHnrfa ? p 

111 Ll u LC LCUUUtCldC 


70 
o \j 


1 fi 
X vj 


7fi 4 

O O . 4 


i n 

X u 


9 
z 


PHfi 99 7 


P pol T y* o O Y^s t" ^ V-\ £i 

1 OCll LcLcpLUJ. JJC 


31 


16 


36 . 4 


11 


9 


PT021 1 




19 

O £ 


i fi 

X D 


7fi 4 
o o . 4 


1 1 

X X 


9 
z 


PHfi 9fi 7 


i— ceil reccpuor oe 


77 
O J 


1 fi 
X O 


7 fi 4 

O O . 4 


1 1 

X X 


9 
Z 


DHfi 99 9 
rtlU _?Z Z 


l'Ccii recepLor Dc 


34 


16 


36.4 


1 9 

X Z 


9 
z 


PHD74 fi 
rr nu / 4 o 


i. OCXX 1. CLCpLUJL kJC 


7 r 
o o 


1 fi 
X o 


7 fi 4 
O D . 4 


1 9 
XZ 


9 . 
Z 


DU1 4 7 fi 
irnX 4 / U 


i ceil recepcor Dc 


7 

o o 


1 fi 

X u 


7fi 4 

o o . 4 


1 4 

X 4 


9 
z 


c?999 7 fi 

O Z Z Z O U 


1 "i T^rwurrona c o { \? (~* 1 
lipUAyy cllaic \ Cj*^ x 


o / 


1 fi 
X o 


7 fi 4 
O O . 4 


1 4 
X 4 


9 
z 


PHfi7 fi S 
irnU / DO 


1 Cell xeCepuOx Dc 


7ft 

o O 


1 fi 
X o 


7 fi 4 
O D . 4 


1 S 
X o 


9 
Z 


cm 7 o c 
O O X / 0 o 


i ceil receptor ue 


O J 


1 fi 

X \3 


7fi 4 

O O • 4 


X o 


9 
z 


7\4 9ft ft 7 

rV4 7 O O / 


^ rancrn y-\ +- t r^Y\ fart" 
LidnbLlipLlUIl IdL t 




1 fi 

X u 


7fi 4 

O O * 4 


1 R 

X «J 


9 
z 


R4 SI 7 7 

040X00 


pa c pi n na cp TT ( 
Uaoclll is.Xlia.oe XX v 


4 1 

4 X 


X «J 


74 1 

O 4 • X 


7 


9 
z 


9fi9fi9 7 

OU -/ wz / 


Ldi JJUAy ieo Lcidoc \ 


4 ? 
4 Z 


X o 


74 1 
O 4 . X 


i n 
x u 


9 
z 


pun 9 4 4 


i ceil receptor oe 


4 7 
"4 O 


X O 


74 1 

O 4 • X 


1 n 

X KJ 


9 
z 


PHfi R 9 S 


i texx letepiui jje 


4 4 

4 4 


X O 


7 4 1 
O 4 . X 


1 9 
X Z 


9 
Z 


C4 7 7 9 4 
O 4 / o 4 


x ceil dntigen rec 


4 ^ 
4 o 


X o 


74 1 
04 . X 


1 9 
X z 


9 
Z 


PHfi7 7 1 
IrrlU / / X 


i-ceii receptor oe 


4 £ 


1 t: 
I. o 


7 A 1 
o*i . X 


1 9 
1 Z, 


9 
Z 


TTQ /l 1 7 9 
£ O 4 1 O Z 


hypothetical prote 


4 7 


1 C 

X o 


74 1 
O 4 . X 


1 7 
X O 


9 
Z 


DMfi 1 7 fi 
IT IN U X / D 


dciaic riDosoiudi p 


A ft 


1 D 


O 4 . 1 


1 7 
1 O 


9 
Z 


O'i / O 9 Z, 


T — cell antigen rec 


4 9 

4 -/ 


1 S 
X -J 


74 1 

O 4 . X 


1 4 

X 4 


9 
z 


Afifi77fi 


poll cn rf arp a 1 1 na 




X O 


7 4 '1 

O 4 • X 


1 R 

X o 


9 
z 


RSfififil 


j~iocu5 speciiic g 




15 


74 1 

O 4 . X 


1 5 
X o 


9 
z 


«;79 fi77 
o o z o / / 


11X LLUyClla JC LUlaL L, 


O Z 


X -J 


74 1 

O 4 • X 


1 s 

X o 


9 
z 


ZV4 fi fi7 4 

.rt.4 U O O 4 


Ul 117 O Ui exyi\ 


c. o 
J o 


X -J 


74 1 

O 4 • X 


1 s 

X o 


9 
z 


a 7.1 4 7 1; 

/T.O X 4 O O 


aUilciciiLc ictLiii ii 


S4 

J 4 
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X 4 


71 R 
O X . o 
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X u 


9 
z 


09RfiR R 
OZ O wo o 
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-J O 
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71 R 

O X . o 
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X X 
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z 


PHfift91 
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R7 

o / 


1 4 

X 4 


71 R 
O X . o 


1 9 
X z 


9 
z 
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O 4 / O Z? O 
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Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-3. closed. rup. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: August 9, 2006, 06:40:52 ; Search time 111.475 Seconds 

(without alignments) 
82.979 Million cell updates/sec 

Title: US-10-661-366-3 

Perfect score: 44 

Sequence: 1 SASSSVSYML 10 

Scoring table : BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 8966 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : UniProt_7 . 2 : * 

1: uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 22 50.0 14 2 Q4JHP1_9CARY Q4jhpl suaeda liao 

2 20 45.5 15 2 Q41209J5OLTU Q41209 solanum tub 

3 19 43.2 9 2 Q96T78_HUMAN Q96t78 homo sapien 

4 19 43.2 9 2 Q9PS68_CHICK Q9ps68 gallus gall 



http://es/ScoreAccessWeb/GetItem 



8/1 1/06 



SCORE Search Results Details for Application 10661366 and Search Result us- 10-66 1-3... Page 2 of 65 



5 


19 


43 . 


2 


13 


1 


PRO FX ORYSA 


P83647 


orvza sativ 


6 


18 


40 . 


9 


8 


0 
c. 


07M4A4 MFRMr 


Pi"7tti 4 t\ 4 

v^ / iLln CI T 


1UC 1 UC1 Id X X CI 


7 


18 


40. 


9 


8 


2 


083332 9CORO 


083332 


murine h&Tia 

1HV*4X X iiv*. uv.pu 


8 


18 


40 . 


9 


9 


9 


069^49 HHV9 
yoj ji ? nn v <l 


Q6934 9 


llLXLilctll IlCi UC 


9 


1 8 


40 


Q 

Z) 


X VJ 


X 


TOR 9 PFMMD 


t O J Ji f 




10 


18 


40 . 


9 


1 0 

X \J 




Oftf4TJVfi 9RRZa c ; 


yoy ix v o 


cancel 1 a tii 
v>apic±ia xix 


11 


18 


40 . 


9 


10 


2 


O6YRH6 STRPM 


v^ vj y kj 1 1 vJ 


o x v_- vj i— vj v»» vj v_. v_» 


12 


18 


40 . 


9 


12 


2 


09SOF8 PINTA 


09saf 8 


xnuo ua c ua 


13 


18 


40 . 


9 


14 


2 


O7M04 7 RAT 


O7m047 

^/ # ILL V * f 


rattus norv 


14 


18 


40 . 


9 


14 


2 


09Z1H4 MOUSE 


Q9zlh4 


mus musculu 

111 V-*. »J 1UIX<^7 V«» VX X. VX 


15 


18 


40 . 


9 


15 


2 


06ZZ63 9CARY 


V^ VJ L, Ct VJ O 


oiiciic iixyx 


16 


17 


38 . 


6 


9 


2 


02XN9 3 _ LYCES 


02xn 93 

y6All j J 


xy uupci oilu 


17 


17 


38 . 


6 


10 


2 


07WUG2 ECOLT 


07wua2 


p<?rhpri fhi a 

CiSunci x. v^ 1 1 .x a 


18 
x u 


1 7 


JO • 


o 


1 1 

X X 


9 


O^TT.AI PT.aPTT 


yJ LXaX 




1 9 
x _? 


1 7 


o o . 


o 


X X 


9 


VUOCiJU UAUJ X 


yOacjU 


UlObOpniid 


20 


17 


38 . 




11 


2 


08RMT8"ENTHR 


Oft Tm n ft 

V^O X ILIX O 


C11L.C1 VJ V_. VJ V_. V«. Li 


21 


17 


38 . 




11 


2 


06ESN1 9^AUR 


y uc Jin 


kJ L.y v_ lux a cuiu 


22 


1 7 


*}ft 


o 


1 1 

X X 


9 




y?y Ow / 


a Ljiict lixvj Lis 


23 


17 


38 . 




12 


1 


PVK91 PELRM 


P84374 


ucxa UVJUXa 


24 


17 


38 . 




1 9 

X c. 


9 


OfiFFT9 PTR 


V^OCCX -7 




25 


17 


38 . 


6 


12 


2 


08 313 9~RSMV 


083139 

y u J J. J J 


Karl pv c;t"ri 
xj qx xc y o v_ x x. 


26 


17 


38 . 




13 


2 


07R C ?48 STRAIT 


07h<?4 ft 


•9 v»x ckj uvjiuy lc 


27 


17 


38 . 




13 


2 


07TMR4 MOUSE 


07 tmb4 


mil 5 ; muscii "I i] 

ill IX «J illUOUUXU 


28 


17 

X / 


JO. 


o 


1 4 

X 1 


9 


^ o xt i\ j n\j i lttin 


yoi>- a. j 


i ivjiLivj aapxcii 


9 9 

.J 


1 7 

X / 


^ft 


o 


1 4 

X *l 


9 




Oft i \/V4 

V^O X V is. 4 ! 


iivjiilvj oapxcu 


^o 

J VJ 


1 7 


"38 


o 


1 4 

X 1 


9 


09NFPCR RRTIPA 


-7 11X JvO 


Krnrt ■) a naha 
jjxixvjxd kJciiici 


31 


17 


38 . 




14 


2 


04L9K3 STAHJ 


Q419k3 


^hanhul ocac 

«j uakyiiyxuL-vV- 


32 


17 


38 . 




15 


2 


O7RHM0 PLAYO 


07 rhmO 

\J l X 1 U.LLVJ 


kJ J- CI o 1UVJ vXX VX1LI 


o j 


1 7 
x / 


^ft 

JO < 


o 


X J 


9 


n7M^fi^ ROVTM 


n7m^ rr^ 
y fiuoy j 


XJvJ o LaUiUb 


34 


17 


38 . 




X J 


9 


O t i c ;RT4 9POAT, 

^ -J O D X *3 x WrtXl 


ORdhl- 4 


L.I ldilll 1VJ l_ ilvj x L. 


35 


17 


38 . 


5 


15 


2 


OS^RVO 9POAT. 




UlidilUlvJ OllVJ X t L, 


36 


16 


36 . 


4 


8 


2 


08WGP9 9ETirA 


Oft wrrr* 9 


^ y dx 


37 


16 


36 . 


4 


9 


1 


FLAA2 TREHY 


P80159 


V»XC^/U11C1UCI 11 


38 


16 


36 . 


4 


9 


9 


09 8 1 1 9 ROVTKT 


09ft 1 1 9 

V^i. O X X £ 


xJvjo v- d IX X VJ o 


39 


16 


36 . 


4 


10 


9 


067R99 9PAim 


Ofi7h99 

v,j_ vj / xj^, i. 


*J d v_. Lei xvjtjiid 


40 


16 


36 . 


4 


11 


2 


09HFN8 CANRU 

y^ll£nO ^XTXi X\ \J 


09h f nft 


c* a *n H i H a r*nrf 
uaiiuxua x vx y 


4 1 

*i X 


X u 


JO. 


4 


1 9 
x c 


9 


nfifi^W7 HTTMAM 

yOOOn f ilU l v irilN 


yoo jw/ 


V\ /-\rn CJ -J V-s -1 

liOIuvj 5apien 


4 C. 


X VJ 


o o . 


4 




o 


H4V44R DTHrH 


y 4X4 4 0 


pXdSIUOQxUiTl 


*i J 


X VJ 


j o • 


4 


X £ 


9 




yju J J3 


nexbscixa g 


4 4 


X O 


36 . 


4 


1 9 

X £. 


9 


084AV9 9FMTR 


Oft 4 a wQ 
v^o *a d v ^ 


JJ UOilllt: x d dp 


45 


1 6 


36 . 


4 


12 


2 


O5IT10 9CALT 


O5itl0 

y jx x vj 


1 1VJ X VJ V X. X UD L 


4 6 


1 6 


36 . 


4 


13 


1 


RAMS RAMCA 


P89891 


Xdlid V,a tcow 


4 7 


X o 


JOi 


4 


X J 


X 


ram7 rampa 


Pft9ft99 

if O £ O £ £ 


i dlld La LcbU 


48 


1 6 


36 . 


4 


X J 


1 

X 


TTM41 PT.OPA 


PR1 ?fif) 
x O X J VJ VJ 


cl net" ri Hi l itti 

LiU J L- X XIXX LULL 


4 9 


1 6 


36 . 


4 


X J 


9 


09989"? HTTMAM 


09989'} 


i ivjiuvj japxcn 


50 


16 


36 . 


4 


13 


2 


06PJ2 4 HUMAM 


O6oi 24 

V OLJ J ^. *1 


homo saoien 

1 4 V-/ 1 Ll VJ jai/xcn 


51 


1 6 


36 . 


4 


13 


2 


09TWM3 T.OPMT 


09t* wm^ 

_J L W1LU 


lncii^t'a m i ft 

X U V_, U kJ L.U 111 X, VJ 


52 


16 


36 . 


4 


14 


1 


AD FA TENMO 


P82 96S 

r u t. j u j 


f pnphri n m r\ 

LC11C1/11U 1LLVJ 


53 


16 


36 . 


4 


14 


2 


09MRF6 9POAT. 


09mr f 6 

V^/ -J 111 X X VJ 


1 1 VJ X VX V_: LXlll ILL VX X 


54 


16 


36 . 


4 


14 


2 


0671 1 9 9TMFA 

yu / lit. y iii £ ^n. 


Q67112 


i nf 1 iipn7a a 

XlllXUCllLa d 


o o 


X o 


J D . 


4 

4 


1 4 


o 


n°.47fiR QPORH 
4 /UO i/OWfvvJ 


nft 4 70R 
y O 4 (I/O 


poiCxne epi 


«J o 


x o 


JO. 


4 


X J 


9 


D7RTI1 ^ MFTTPR 


Pl7 nil ^ 
y / I Ui j 


iicixx vj opvj x d 


S7 
«j / 


16 


36 . 


4 


X J 


2 


O9TTPM0 HTTMAM 




1 i VJlllvJ jauiCil 


Rft 

«J o 


x u 


JO. 


4 


X J 


9 


04YF1 9 PT.ARF 
yi i r it. irxxrtxjj^ 


04vfl 9 

yiy lie 


pXaollLUUl VXilL 


R9 
j ^ 


X vJ 


JO. 


4 


X J 


9 


H7RHR9' PT.AYO 
v » in no trxx/Aivj 


y / X iixJ _? 


pxdollLVjvxx LUU 


60 


16 


36. 


4 


15 


2 


Q 9 T RL 0 _ C AN FA 


Q9trl0 


canis famil 


61 


16 


36. 


4 


15 


2 


Q97092_9HIV1 


Q97092 


human irnmun 


62 


15 


34. 


1 


9 


2 


Q9BYF9_HUMAN 


Q9byf 9 


homo sapien 


63 


15 


34. 


1 


9 


2 


P82208_BOMMO 


P82208 


bombyx mori 


64 


15 


34. 


1 


9 


2 


Q8HZY2 CANFA 


Q8hzy2 


canis famil 


65 


15 


34. 


1 


9 


2 


Q9K4M6 STAHA 


Q9k4m6 


staphylococ 



http://es/ScoreAccessWeb/GetItem.action?AppId=10661366&seqId=580845&ItemName=us... 8/11/06 



SCORE Search Results Details for Application 10661366 and Search Result us- 10-66 1-3... Page 1 of 104 



SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
3. rag. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
EAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 
661-366-3. rag. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table : 



August 9, 2006, 07:45:18 



US-10-661-366-3 
44 

1 SASSSVSYML 10 



r Search time 25.256 Seconds 
(without alignments) 
181.033 Million cell updates/sec 



BLOSUM62 
Gapop 10.0 



Gapext 0.5 



Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



2589679 



Database 



A_Geneseq_8 : 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



genes eqpl 980s : * 
geneseqpl990s : * 
geneseqp2000s : * 
geneseqp2001s : * 
geneseqp2002s : * 
geneseqp2003as : * 
geneseqp2003bs : * 
geneseqp2004s : * 
geneseqp2005s : * 
geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 

3.rai. 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-3.rai. 

start 



Go Back to previous page 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



August 9, 2006, 08:17:00 ; Search time 6.58703 Seconds 

(without alignments) 
132.883 Million cell updates/sec 

US-10-661-366-3 
44 

1 SASSSVSYML 10 



Scoring table : BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



650591 seqs, 87530628 residues 



650591 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_C0MB . pep : * 

4 : /EMC_CelerraJSIDS3/ptodata/2/iaa/H_C0MB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

6: /EMC_CelerraJSIDS3/ptodata/2/iaa/RE_C0MB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backfilesl.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
| 3-rapbm, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 

366-3. rapbm. 

start 

Go Back to previoi 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 09:01:05 ; Search time 21.3993 Seconds 

(without alignments) 
216.462 Million cell updates/sec 

Title: US-10-661-366-3 

Perfect score: 44 

Sequence: 1 SASSSVSYML 10 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 2097797 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA_Main: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_CelerraJ3IDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

3 : /EMC_CelerraJSIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

4 : /EMC__Celerra__SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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60 


40 


90. 


9 


10 


6 


US-11-004-794A-2 


Sequence 


2/ Appli 


61 


40 


90. 


9 


10 


6 


US-11-193-512-49 


Sequence 


49, Appl 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
3-rapbn. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 

366-3. rapbn. 

start 

Go Back to previous p 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title : 

Perfect score: 
Sequence : 



August 9, 2006, 09:02:15 / Search time 3.27645 Seconds 

(without alignments) 
205.442 Million cell updates/sec 

US-10-661-366-3 
44 

1 SASSSVSYML 10 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



239914 seqs, 67312017 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database 



239914 



Published_Applications_AA_New: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW__PUB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 

6: /EMCJ3elerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW__PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 
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No . Score Match Length DB ID Description 



1 


40 


90. 


9 


10 


6 


US-10-542-682-38 


Sequence 


38, Appl 


2 


40 


90. 


9 


106 


6 


US-10-542-682-18 


Sequence 


18, Appl 


3 


40 


90. 


9 


110 


6 


US-10-514-516-6 


Sequence 


6, Appli 


4 


40 


90. 


9 


128 


6 


US-10-528-928-10 


Sequence 


10, Appl 


5 


40 


90. 


9 


242 


7 


US-11-183-325-20 


Sequence 


20, Appl 


6 


40 


90. 


9 


605 


6 


US-10-514-516-2 


Sequence 


2, Appli 


7 


36 


81. 


8 


10 


6 


US-10-513-148A-8 


Sequence 


8, Appli 


8 


36 


81. 


8 


10 


7 


US-11-254-182-57 


Sequence 


57, Appl 


9 


36 


81. 


8 


10 


7 


US-11-106-762-20 


Sequence 


20, Appl 


10 


36 


81. 


8 


10 


7 


US-11-263-230-14 


Sequence 


14, Appl 


11 


36 


81. 


8 


10 


7 


US-11-291-698A-44 


Sequence 


44, Appl 


12 


36 


81. 


8 


26 


7 


US-11-238-281-4 


Sequence 


4, Appli 


13 


36 


81. 


8 


26 


7 


US-11-238-281-5 


Sequence 


5, Appli 


14 


36 


81. 


8 


106 


7 


US-11-263-230-13 


Sequence 


13, Appl 


15 


36 


81. 


8 


106 


7 


US-11-263-230-54 


Sequence 


54, Appl 


16 


36 


81. 


8 


106 


7 


US-11-263-230-56 


Sequence 


56, Appl 


17 


36 


81. 


8 


106 


7 


US-11-263-230-58 


Sequence 


58, Appl 


18 


36 


81. 


8 


106 


7 


US-11-263-230-60 


Sequence 


60, Appl 


19 


36 


81. 


8 


106 


7 


US-11-263-230-62 


Sequence 


62, Appl 


20 


36 


81. 


8 


106 


7 


US-11-263-230-65 


Sequence 


65, Appl 


21 


36 


81. 


8 


106 


7 


US-11-263-230-70 


Sequence 


70, Appl 


22 


36 


81. 


8 


106 


7 


US-11-263-230-307 


Sequence 


307, App 


23 


36 


81. 


8 


106 


7 


US-11-256-060-3 


Sequence 


3, Appli 


24 


36 


81. 


8 


107 


6 


US-10-513-148A-16 


Sequence 


1 6 , Appl 


25 


36 


81. 


8 


107 


7 


US-11-254-182-25 


Sequence 


25, Appl 


26 


36 


81. 


8 


107 


7 


US-11-254-182-26 


Sequence 


26, Appl 


27 


36 


81. 


8 


107 


7 


US-11-106-762-1 


Sequence 


1, Appli 


28 


36 


81. 


8 


107 


7 


US-11-106-762-17 


Sequence 


17, Appl 


29 


36 


81. 


8 


107 


7 


US-11-106-762-18 


Sequence 


18, Appl 


30 


36 


81. 


8 


107 


7 


US-11-238-281-1 


Sequence 


1, Appli 


31 


36 


81. 


8 


107 


7 


US-11-238-281-2 


Sequence 


2, Appli 


32 


36 


81. 


8 


107 


7 


US-11-291-698A-41 


Sequence 


41, Appl 


33 


36 


81. 


8 


107 


7 


US-11-291-698A-42 


Sequence 


42, Appl 


34 


36 


81. 


8 


129 


6 


US-10-513-148A-4 


Sequence 


4, Appli 


35 


36 


81. 


8 


213 


7 


US-11-254-182-63 


Sequence 


63, Appl 


36 


36 


81. 


8 


213 


7 


US-11-106-762-3 


Sequence 


3, Appli 


37 


36 


81. 


8 


213 


7 


US-11-106-762-24 


Sequence 


24, Appl 


38 


36 


81. 


8 


213 


7 


US-11-238-281-13 


Sequence 


13, Appl 


39 


36 


81. 


8 


213 


7 


US-11-263-230-211 


Sequence 


211, App 


40 


36 


81. 


8 


213 


7 


US-11-263-230-231 


Sequence 


231, App 


41 


36 


81. 


8 


213 


7 


US-11-263-230-233 


Sequence 


233, App 


42 


36 


81. 


8 


213 


7 


US-11-263-230-235 


Sequence 


235, App 


43 


36 


81. 


8 


213 


7 


US-11-263-230-237 


Sequence 


237, App 


44 


36 


81. 


8 


213 


7 


US-11-263-230-239 


Sequence 


239, App 


45 


36 


81. 


8 


213 


7 


US-11-263-230-241 


Sequence 


241, App 


46 


36 


81. 


8 


213 


7 


US-11-263-230-243 


Sequence 


243, App 


47 


36 


81. 


8 


213 


7 


US-11-263-230-247 


Sequence 


247, App 


48 


36 


81. 


8 


213 


7 


US-11-263-230-306 


Sequence 


306, App 


49 


36 


81. 


8 


232 


7 


US-11-106-762-23 


Sequence 


23, Appl 


50 


36 


81. 


8 


232 


7 


US-11-291-698A-56 


Sequence 


56, Appl 


51 


36 


81. 


8 


242 


7 


US-11-183-325-18 


Sequence 


18, Appl 


52 


35 


79. 


5 


118 


6 


US-10-513-539A-4 


Sequence 


4 , Appli 


53 


35 


79. 


5 


118 


6 


US-10-513-539A-8 


Sequence 


8, Appli 


54 


35 


79. 


5 


128 


7 


US-11-315-067-4 


Sequence 


4, Appli 


55 


35 


79. 


5 


128 


7 


US-11-315-067-6 


Sequence 


6, Appli 


56 


34 


77. 


3 


10 


7 


US-11-301-373-8 


Sequence 


8, Appli 


57 


34 


77. 


3 


106 


7 


US-11-301-373-46 


Sequence 


4 6, Appl 


58 


34 


77. 


3 


107 


7 


US-11-301-373-7 


Sequence 


7, Appli 


59 


34 


77. 


3 


217 


6 


US-10-953-349-28671 


Sequence 


28671, A 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 08:00:49 ; Search time 3.92491 Seconds 

. (without alignments) 
245.144 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-10-661-366-3 
44 

1 SASSSVSYML 10 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : PIR_80:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


40 


90.9 


90 


2 


S26339 


Ig kappa chain V 


r 


2 


40 


90.9 


91 


2 


S17627 


Ig kappa chain V 


r 


3 


40 


90.9 


91 


2 


S17629 


Ig kappa chain V 


r 


4 


40 


90.9 


91 


2 


S17639 


Ig kappa chain V 


r 


5 


40 


90.9 


91 


2 


S17637 


Ig kappa chain V 


r 


6 


40 


90.9 


94 


2 


S20653 


Ig heavy chain V 


r 


7 


40 


90.9 


94 


2 


S20650 


Ig heavy chain V 


r 


8 


40 


90.9 


94 


2 


S26340 


Ig light chain V 


r 
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This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-3. rup. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



August 9, 2006, 07:46:18 ; Search time 30.2389 Seconds 

(without alignments) 
305.902 Million cell updates/sec 



Title: 



US-10-661-366-3 



Perfect score: 44 

Sequence: 1 SASSSVSYML 10 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 



Minimum DB seq -length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1: uniprot_sprot : * 
2: uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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% 
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This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-4. closed. rag. 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 06:40:12 ; Search time 65.0656 Seconds 

(without alignments) 
49.189 Million cell updates/sec 

Title: US-10-661-366-4 
Perfect score: 32 
Sequence: 1 TTSNLAS 7 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 837128 



Minimum DB seq length: 0 
Maximum DB seq length: 15 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



Database : A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s :* 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 

10 : geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 

4. closed. rai. 



Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
4. closed. rai. 

start 



Go Back to previc 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



August 9, 2006, 07:02:53 ; Search time 17.2131 Seconds 

(without alignments) 
35.596 Million cell updates/sec 

US-10-661-366-4 
32 

1 TTSNLAS 7 



BL0SUM62 
Gapop 10.0 



Gapext 0.5 



Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : 



249102 



Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_C0MB . pep : * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backfilesl.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB 



ID 



Description 



http://es/ScoreAccessWeb^ 8/11/06 



SCORE Search Results Details for Application 10661366 and Search Result us- 10-66 1-3 ... Page 2 of 62 



1 


28 


87 


. 5 


7 


i 

X 


TI^-DR-I 1 fi-77ftF-1 0 

UO UO XXU / 1 O £j xu 


Q ^ m ipnrp 


1 0 Annl 

X U f ripjJ± 


2 


28 


87 


. 5 


7 


1 

X 


ii c i-nfl-4 3R-Rf : ;9-i n 


Q ^ m ipnr*p 

OCUUC11UC 


1 0 Annl 


3 


28 


87 


. 5 


7 




lJ < 5-Oft-4ft *?-S9 8R-Qft 

UO UO TOO Jc DD 


Q f*nu^np^ 

»j ^ \j uc 1 1 c 


98 Annl 


4 


28 


87 


. 5 


7 


2 


US-09-171-945-27 


frj V — V_J. v_ 11^ 


27. Annl 
i- i f <i^Jk/ j. 


5 


28 


87 


. 5 


7 


2 


UO U Z? O O JO JD 1 U ? 


Q &ci\\&nc & 

O C^UCllLC 


109 Ann 

X \J Zf f AUU 


6 


28 


87 


. 5 


7 


2 


u c ?-o<?-7qR-fiftq-s 

UO U _7 1 Z> O O O _7 <J 


Q^m l pnrp 


5 Ann! i 
o f w x x 


7 


28 


87 


. 5 


7 


2 


Us-10-1 95-759-1 09 


Q p rf 1 ipnrp 


10 9 Ann 


8 


28 


87 


. 5 


7 


2 


US- 09- 9 10- 05 9 -9 7 


Q p rf 1 ipnrp 


2 7 Ann 1 


9 


28 


87 


. 5 


7 


3 


US-10-006-069A-4 7 

w»J XU v v U U U .7^Y " / 


Q pmipnrp 

O Cv^UCllUC 


47 Annl 


10 


28 


87 


. 5 


7 


3 


US -09-990-186-1761 

WkJ _7JU XUV XfUX 


Q p> rf l ipnrp 


17 61 An 

X / U X / 


11 


28 


87 


. 5 


7 


3 


US- 09- 990-1 86-2815 

UJ -J \J XUU £iOXU 


Q pni ipnrp 


2815 An 


12 


27 


84 


, 4 


7 


1 


US- 07- 94 6-421-2 


S PriUPTlCP 

fcJ ^ VJ UvllWv 


9 Annl i 


13 


27 


84 


. 4 


7 


2 


US- 08-7 83-8 53A-13 


h-J U^llUC 


13 Annl 


14 


27 


84 


. 4 


7 


2 


US-09-280-028-14 


S pnupnrp 


1 4 Ann 1 

XT / ,/T.^JjOX 


15 


27 


84 


4 


7 


9 


U^-09-^44-050-1 3 

UO U ^? «J T M U Jv XO 


Q p rf i ipnrp 


1 3 Ann! 

X O / .TlXJLJX 


16 


27 


ft 4 


4 


7 


9 


TJ^-09-091-071-4 

UO U _? U^X U/X M 






17 


97 


ft 4 


4 


7 


9 


TTc_n9-5fi?-999r-?fi 

UO U^ JDO Z.Z.Z.V_, OO 




00/ /t.L^L^X 


1 ft 

X o 


91 


ft 4 


4 


7 


O 
c. 


UO U^ 003 U-7 DM. O O 


o cquencc 


Oft ZiT^Y^I 


1 9 

X Zf 


91 


R4 

O 4 


4 


7 
/ 


o 


TTO _ 0Q_ 4 t;7_71 QR-1 Q 
UO U3 1 0O /lOD 1!7 


C a /*» 1 1 ci n r 1 q 

o equence 


1 9 Zir-iY-il 

x zJ t /\ppx 


9 o 

c. U 


9 5 


7 ft 


. X 


1 n 
x u 




TTQ— HQ— f%4 1 — ^9ftH— 94*? 
Uo"-uj D*iX u^OD ^*lo 


o equence 


O / O TV vs%-> 

^.HO f -rtpP 


21 


25 


78 


. 1 


10 


3 


US-09-641-528B- 12986 


Q prn ipnrp 


1 998 6 A 

X ^. O O f T\ 


22 


25 


78 


, 1 


10 


3 


US-09-641-528B- 20707 


Q pnupnrp 


90707 A 


23 


25 


78 


1 

• X 


1 0 

X U 


-3 


UO U -J Oil J^,OD JU JU J 


O C^UCilOC 


30505 n 
o u o U O / 


94 


9 5 
z. -j 


7ft 

/ o 


1 

• X 


i o 

X U 


o 


TI<?-09-fi41 - 59 ft R- 39 3fi7 

UO U _/ Oil JlOD 




39367 Ti 
o<i o o / f r\ 


25 


25 


78 


a 1 


X u 


3 


II c ;-09-fi41 - 59 8R-4 03 94 




4 039 4 a 


9 6 


9 5 

O 


7ft 


1 

• X 


1 1 

X X 




TTq_n9-fi41 - 59ftR— 9 07 

UO U -? Oil JlOD &.\J I 




1 i -"PP 


9 7 


9 5 
z. j 


7ft 


1 

• X 


1 1 

X X 


o 


TIc;-09-fi41 — 59 ftR— 94 4 


O cCjucIlCc 


9 4 4 TV r^r^* 


9 ft 


9 5 


7ft 
/ o 


1 

. X 


1 1 

X x 


o 


TT<?-0Q-fi41 - 59 ftR— 1 9 9ft 7 

UO Uj D*iX J£OD l^ZO / 


o cquencc 


1 99ft7 Ti 




9 5 


7 ft 
/ o 


. 1 

. X 


x X 


o 


TTQ — HQ— £41 — CL9RR— 9n£ c i1 
Uo U!7 — OIl-JiOD tUDOl 


o ecjuence 


^ U DO X f -r\ 


30 

o u 


9 5 


7R 


1 

> X 


1 1 

X X 


«J 


TTC_nQ-fi41 -59 ftR- 9 0 7 0ft 

UO U -7 Ul X *J C OO <i U / UO 


Caniionpo 

o etjuence 


9070ft Zi 


3 1 

O X 


9 5 


7R 


1 

* X 


1 1 

X X 


o 


110-09-^41 -59 RR- 3 04 90 

UO U -7 OIX OU1 


o equence 


304 9 0 21 
o U *i ^7 U / /\ 


32 


25 


78 


. 1 


11 


3 


TjQ-09- 64 1-598R- 39910 


Q prfi ipnrp 

O CUUC11LC 


3991 0 A 

O Ct c. X U / jfn. 


33 


25 


78 


. 1 


11 


3 


US- 09- 64 1-528R-32 3 68 

UO V J U" 1 J ^. U D J O U U 


Q p rr l ipnrp 


39368 A 


34 


25 


78 


. 1 


11 


3 


US-09- 64 1-528B- 40300 




40300 A 


35 


25 


78 


. 1 


15 


2 


US-09-947-372A-31 


Q p rf i ipnrp 


3 1 Ann 1 


36 


25 


78 


u 1 


15 


3 


IJ e 5-09-64 1 -52 8R-4 65 63 

UO UJ UtX J£. UD T UJU J 


Q prfiipnrtp 
tJC^UCHLC 


46563 A 

" O O O O f 


37 

o / 


94 

z. *i 


75 
/ o 


o 

• u 


7 


9 


TjQ-09-71 6-637-97 

UO UJ / X D OO/ ^/ 




9 7 Annl 


38 


24 


75 


. 0 


7 


3 


U5-09-844-508-3 

UO UJ O T *J JUO 


Q prf i ipnrp 


3 Ann! "i 

O f ^VkJ LJ X X 


39 


24 


75 


. 0 


7 


3 


US-1 0-006-069A-43 

UO XU UUO Vy VJ ZJ t\. 1 J 


Q Prfi ipnrp 

tjC^UCll^C 


4 3 Annl 
10/ rvp^i 


40 


24 


75 


. 0 


7 


3 


US- 10-00 6-0 6 9A- 4 4 

utJ -L W UU U UU -f * T 


Q prfiJpnrp 

O 


4 4 Annl 


41 


24 


75 


. 0 


7 


3 


TjS-1 0-00 6-0 6 9 A- 4 5 

UO XU UUO UO^n TO 


Q Prri ipnrp 

O CUUC11UC 


4 5 Ann 1 


4 9 


94 


75 


n 
• u 


. 7 


-5 


TTQ- 10- 006-06 9A-1 61 

UO XU UUO U O xox 


Qprfiipnr*p 


1 61 Ann 
XOX/ /-\pp 


4 3 

*i O 


9 4 


7 5 

/ O 


. u 


7 




TTQ-09-990-1 ft 6-1 93 

UO w7 55v XOO 17J 


tjC^UCllLC 


19 3 Ar^rs 
X zi o / /\pp 


4 4 


9 4 


1 5 


. U 


7 


•a 
j 


TTQ -09-990-1 R6-1 94 

UO U»7 -7 -7 U XOO X -7 *i 




1 94 7\ r^r-i 
X _7 *l / >\pp 


45 


24 


75 


. 0 


7 


3 


TJQ-09- 9 90-1 8 6-1 9 5 


Qpftupnpp 


19 5 Ann 

X Zf O / rtpp 


4 6 
" o 


9 4 


7 S 
/ u 




7 




TTQ -09-990-1 R 6-7 30 

UO U _? Z? Z/ \J XOO / J u 


Q prfi ipnrp 


7 30 Ann 
/ o u / np^j 


4 7 


94 


75 


o 
> u 


7 




TIQ-09-990-1 86-731 

UO U^ Z* Z*\J XOO /ox 


Q prfi i pnrp 

OC^UCllUC 


7 31 Ann 

'OX/ jrVpp 


4 R 

*a O 


24 


75 


. 0 


7 


•a 

o 


IIQ-09-990-1 8 6-7 39 

UO U J J JU XOO / O £• 


Qpnnpnrp 


7 39 Ann 


4 9 

i zj 


24 


75 


. 0 


7 


3 


UQ- 09- 9 90-1 8 6-81 4 

UO U _7 Zf Zf \J XOO OXT 


Qprfi ipnrp 


814 Ann 

O X *1 / ApjJ 


j u 


9 4 
z. *i 


7 5 
/ o 


n 


7 


"5 


TIQ-09-990-1 8 6-ft 1 5 

UO U Zf ZtZtVJ XOO oxo 


^prtnpnrp 
gcquciiuc 


ftl 5 A-n-r* 

O X O / r\pp 


5 1 

D X 


9 4 


7 5 
/ o 


n 

. u 


7 


o 


TTQ-09-990-1 ft6-ft94 

UO U 17 Zf _7 U X O O O £• H 


Q o /-fi i a n r a 

oequence 


ft94 &nn 
0^4/ /\pp 


59 


9 4 


7 5 


. u 


7 


o 

-J 


TTQ-09-990-1 ft 6-ft 50 

UO U Zf _7 J U X O O O O U 


o equence 


ft 50 T\r\r\ 
O o U / i-ipp 


5 3 

o O 


9 4 


7 5 


n 

. u 


7 


«J 


TTQ — 09-990- 1 ft 6 — 9ft 57 

UO U-7 ZfZfKJ XOO £00/ 


o equence 


9ft57 2\n 


54 

O 4 


9 4 


7 5 

/ o 


n 
• u 


7 


1} 


T TQ -09-9QO — 1 ft 6-34 99 

UO U 2 ZfZfKJ XOO OHZfZf 


Q a i o n r o 

o equence 


3499 Ar^ 

M.p 


5 5 
O J 


94 


75 
/ u 


o 

< u 


q 


•j 


TJQ-0 9- 64 1 -59ftR-9 07 1 9 

UO U Zf Oil 0^.00 £. U / X Zf 


Q a m i o n r a 

O C^UCllUC 


9071 9 A 

Z U / X Zf f i\ 


56 


24 


75 


. 0 


9 


3 


US-09-641-528B-32383 


S erfupncp 


32383 A 

OL JU J ^ A 


57 


24 


75 


.0 


9 


3 


US-09-641-528B-40406 


Sequence 


40406/ A 


58 


24 


75 


.0 


10 


3 


US-09-641-528B-20720 


Sequence 


20720/ A 


59 


24 


75 


.0 


10 


3 


US-09-641-528B-32384 


Sequence 


32384, A 


60 


24 


75 


.0 


14 


1 


US-08-672-345C-31 


Sequence 


31, Appl 


61 


24 


75 


.0 


14 


1 


US-08-672-345C-34 


Sequence 


34, Appl 



http://es/ScoreAccessWeb/GetItem.action?AppId=10661366&seqId=580855&ItemName=us... 8/11/06 



SCORE Search Results Details for Application 10661366 and Search Result us- 10-66 1-3... Page 1 of 61 



SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
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This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 

4. closed. rapbm. 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:35:38 ; Search time 55.6557 Seconds 

(without alignments) 
58.260 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-661-366-4 
32 

1 TTSNLAS 7 



Scoring table: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 395127 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



Database : 



Published_Applications_AA_Main: * 

1: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

3 : /EMC_CelerrajSIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:-' 

5: /EMC_CelerraJSIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 
Sequence 4, Appli 



32 100.0 



7 5 US-10-661-366-4 
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5, Appli 
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4 7 , Appl 
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Sequence 


9. AddIi 
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2, Appli 
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5, Appli 
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14, Appl 
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, 4 


7 


4 


Us-10-344-779-6 


Sequence 


6. ADDli 


53 


27 


84 


. 4 


7 


4 


Us-10-366-709-4 


Sequence 


4, Appli 


54 


27 


84 


. 4 


7 


4 


Us- 10-4 30-17 6-13 


Sequence 


13, Appl 


55 


27 


84 


. 4 


7 


4 


US- 10-4 4 9-566-75 


Sequence 


75, Appl 


56 


27 


84 


. 4 


7 


4 


Us- 10-4 4 9-5 66-8 4 


Seauence 


84. AddI 


57 


27 


84 


. 4 


7 


4 


US-10-239-656-20 


Sequence 


20, AddI 


58 


27 


84 


.4 


7 


4 


US-10-327-663-6 


Sequence 


6, Appli 


59 


27 


84 


.4 


7 


4 


US-10-681-421-13 


Sequence 


13, Appl 


60 


27 


84 


.4 


7 


4 


US-10-738-809-6 


Sequence 


6, Appli 


61 


27 


84 


.4 


7 


4 


US-10-783-950-36 


Sequence 


36, Appl 


62 


27 


84 


.4 


7 


5 


US-10-849-615-7 


Sequence 


7, Appli 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
| 4,closed.rapbn. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6< 

366-4. closed. rapbn. 

start 

Go Back to previous 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:36:48 ; Search time 8.83607 Seconds 

(without alignments) 
53.325 Million cell updates/sec 

Title: US-10-661-366-4 
Perfect score: 32 
Sequence: 1 TTSNLAS 7 

Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 239914 seqs, 67312017 residues 

Total number of hits satisfying chosen parameters: 27373 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : Published_Applications_AA_New: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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No. 


Score 


Match 


Length DB 


ID 


Description 


1 


28 


87. 


5 


11 


6 


US-10-522-086-22 


Sequence 


22, Appl 


2 


28 


87 . 


5 


11 


6 


US-10-542-682-42 


Sequence 


42, Appl 


3 


28 


87, 


5 


11 


6 


US-10-542-682-56 


Sequence 


56, Appl 


4 


24 


75. 


0 


7 


7 


US-11-376-338-13 


Sequence 


13, Appl 


5 


22 


68. 


8 


7 


7 


US-11-254-182-58 


Sequence 


58, Appl 


6 


22 


68. 


8 


7 


7 


US-11-106-762-21 


Sequence 


21, Appl 


7 


22 


68. 


8 


7 


7 


US-11-291-698A-45 


Sequence 


4 5 , Appl 


8 


22 


68. 


8 


9 


7 


US- 11-09 9-2 8 3B-4 5 


Sequence 


4 5 , Appl 


9 


22 


68. 


8 


9 


7 


US- 11-09 9-28 3B- 608 


Sequence 


608, App 


10 


22 


68 . 


8 


13 


7 


US- 11-134 -87 1-133 


Sequence 


133, App 


11 


21 


65. 


6 


7 


6 


US-10-513-148A-9 


Sequence 


9, Appli 


12 


21 


65. 


6 


7 


7 


US-11-263-230-5 


Sequence 


5, Appli 


13 


21 


65. 


6 


7 


7 


US- 11-2 63-2 30-105 


Sequence 


105, App 


14 


21 


65. 


6 


7 


7 


US- 11-2 63-230-123 


Sequence 


123, App 


15 


21 


65. 


6 


7 


7 


US-11-301-373-9 


Sequence 


9, Appli 


16 


21 


65. 


6 


12 


7 


US-11-375-551-37 


Sequence 


37, Appl 


17 


20 


62. 


5 


9 


7 


US-11-140-487A-879 


Sequence 


879, App 


18 


20 


62. 


5 


9 


7 


US-11-140-487A-1878 


Sequence 


1878, Ap 


19 


20 


62. 


5 


9 


7 


US-11-140-487A-187 9 


Sequence 


1879, Ap 


20 


20 


62. 


5 


10 


7 


US-11-140-487A-202 9 


Sequence 


2029, Ap 


21 


20 


62. 


5 


11 


7 


US-11-045-488-20 


Sequence 


20, Appl 


22 


20 


62. 


5 


13 


7 


US- 11- 134 -8 7 1-1 998 


Sequence 


1998, Ap 


23 


19 


59. 


4 


7 


7 


US- 11-2 63-230-81 


Sequence 


81, Appl 


24 


19 


59. 


4 


7 


7 


US- 11-2 63-2 30-14 3 


Sequence 


143, App 


25 


19 


59. 


4 


9 


6 


US-10-538-066-55 


Sequence 


55, Appl 


26 


19 


59. 


4 


11 


7 


US-11-259-133-139 


Sequence 


139, App 


27 


19 


59. 


4 


11 


7 


US-11-259-133-169 


Sequence 


169, App 


28 


19 


59. 


4 


11 


7 


US- 11-2 5 9-133-17 5 


Sequence 


175, App 


29 


19 


59. 


4 


11 


7 


US-11-259-133-199 


Sequence 


199, App 


30 


19 


59. 


4 


12 


6 


US-10-967-088-58 


Sequence 


58, Appl 


31 


19 


59. 


4 


13 


6 


US-10-614-959-13 . 


Sequence 


13, Appl 


32 


19 


59. 


4 


15 


6 


US- 10-537- 642 -108 5 


Sequence 


1085, Ap 


33 


18 


56. 


2 


7 


7 


US- 11-2 63-230-124 


Sequence 


124, App 


34 


18 


56. 


2 


7 


7 


US- 11-2 63-230-137 


Sequence 


137, App 


35 


18 


56. 


2 


7 


7 


US- 11-2 63-230-165 


Sequence 


165, App 


36 


18 


56. 


2 


7 


7 


US- 11-2 63-230-550 


Sequence 


550, App 


37 


18 


56. 


2 


7 


7 


US-ll-263-230-572 


Sequence 


572, App 


38 


18 


56. 


2 


7 


7 


US- 11-2 63 -2 30 -61 5 


Sequence 


615, App 


39 


18 


56. 


2 


7 


7 


US-11-061-841-76 


Sequence 


7 6, Appl 


40 


18 


56. 


2 


9 


7 


US-11-140-487A-1706 


Sequence 


1706, Ap 


41 


18 


56. 


2 


12 


6 


US-10-520-470-58 


Sequence 


58, Appl 


42 


18 


56. 


2 


12 


7 


US- 11-134-87 1-1 125 


Sequence 


1125, Ap 


43 


18 


56. 


2 


13 


6 


Us- 10- 9 91-30 9B- 97 


Sequence 


97, Appl 


44 


18 


56. 


2 


14 


7 


US- 11-134-871-18 63 


Sequence 


1863, Ap 


45 


17 


53. 


1 


6 


7 


US- 11-054 -072 -8 622 


Sequence 


8622, Ap 


46 


17 


53. 


1 


7 


6 


US-10-499-266-9 


Sequence 


9, Appli 


47 


17 


53. 


1 


7 


7 


US-11-023-959A-56 


Sequence 


56, Appl 


48 


17 


53. 


1 


7 


7 


US- 11-2 63-230-535 


Sequence 


535, App 


49 


17 


53. 


1 


7 


7 


US- 11-2 63-230-554 


Sequence 


554, App 


50 


17 


53. 


1 


7 


7 


US- 11-2 63-230-577 


Sequence 


577, App 


51 


17 


53. 


1 


7 


7 


US-11-263-230-1211 


Sequence 


1211, Ap 


52 


17 


53. 


1 


7 


7 


US- 11-2 63-2 30-12 35 


Sequence 


1235, Ap 


53 


17 


53. 


1 


7 


7 


US-11-2 63-230-1259 


Sequence 


1259, Ap 


54 


17 


53. 


1 


7 


7 


US-11-196-917A-69 


Sequence 


69, Appl 


55 


17 


53. 


1 


10 


6 


US-10-516-079-66 


Sequence 


66, Appl 


56 


17 


53. 


1 


10 


6 


US-10-526-062-24 


Sequence 


24, Appl 


57 


17 


53. 


1 


10 


6 


US-10-522-810-66 


Sequence 


66, Appl 


58 


17 


53. 


1 


11 


6 


US-10-542-682-45 


Sequence 


45, Appl 


59 


17 


53. 


1 


11 


7 


US-11-194-051-4 


Sequence 


4, Appli 
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| SCORE Search Results Details 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
start 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



August 9, 2006, 06:51:47 ; Search time 9.63934 Seconds 

(without alignments) 
69.872 Million cell updates/sec 

US-10-661-366-4 
32 

1 TTSNLAS 7 



BLOSUM62 
Gapop 10.0 



Gapext 0.5 



2523 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : PIR_80:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


19 


59.4 


15 


2 


A56970 


GLYMA1 - soybean ( 


2 


18 


56.2 


15 


2 


150503 


agrin - electric r 


3 


16 


50.0 


10 


2 


PH0894 


T-cell receptor be 


4 


16 


50.0 


10 


2 


S27873 


hypothetical prote 


5 


16 


50.0 


13 


2 


PC2369 


unidentified 85K p 


6 


16 


50.0 


14 


2 


A61306 


ribonuclease M (EC 


7 


16 


50.0 


15 


2 


B61243 


dimethylaniline mo 


8 


15 


46.9 


9 


2 


A28924 


f ructose-bisphosph 
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9 


15 


46.9 


10 


2 


PA0050 


protein QA100052 - 


10 


15 


46.9 


14 


2 


B39111 


Ig heavy chain V r 


11 


15 


46.9 


15 


2 


PHI 61 6 


Ig H chain V-D-J r 


12 


15 


46.9 


15 


2 


A08416 


lombricine kinase 


13 


14 


43 . 8 


9 


2 


JP0073 


ribosomal protein 


14 


14 


43 . 8 


10 


2 


A47364 


olacental lactoaen 


15 


14 


43 . 8 


10 


2 


S30348 


clottina orotein — 


16 


14 


43.8 


11 


2 


S6934 9 


llCUl wUCULluC £ £ CI III X 


17 


14 


43 . 8 


12 


2 


S36902 


Pm n ror" p "i v\ — wh pa t 

I-i ill ULULClll wiica L 


18 


14 


43 . 8 


13 


2 


S47381 


T-rpl 1 anH rrpn v p*c 

X L>C J L allLX^Cll 1 


19 


14 


43 . 8 


13 


2 


S13273 


nolvsi a 1 oal vconrot 


20 


14 


43 . 8 


14 


2 


A35377 


RTP— hi riH i nrr nrotei 


21 


14 


43i8 


14 


2 


164815 


carbonic anhydrase 


22 


14 


43.8 


14 


2 


PH1768 


T cell receptor al 


23 


14 


43 . 8 


14 


2 


PHI 62 8 


Trr H chain V-D-J r 


24 


14 


43 . 8 


14 


2 


A44515 


Trr> Rft 1 Pflrfpr Dent* 


25 


14 


43 . 8 


15 


2 


E49037 


TcR Hp! ha chain V— 


2 6 


14 


43.8 


15 


2 


PL0154 


rr 1 vrnnr^hpi n — 1 r*n 
y xy Lujji u Lcxn xuy 


27 


13 


40 . 6 


5 


2 


A37114 


hvDoxant*h i n@ nhosc 


28 


13 


40 . 6 


8 


2 


S68802 


nitrate reductase 


29 


13 


40 . 6 


9 


2 


PH0902 


T-r pi 1 rprpnt"fjr hp 

X WCll L CUC LU1 1JC 


30 


13 


40 . 6 


9 


2 


JQ0914 


MHf* rl 3 < ? e ; T hi ^tor 

i j-i iv— ■ l. xu j o x niij 


31 


13 


40.6 


10 


2 


S74176 


glucono kinase (EC 


32 


13 


40 . 6 


12 


2 


S17540 


agglutinin— III lec 


33 


13 


40.6 


12 


2 


A28955 


polys ialoglycopr ot 


34 


13 


40 . 6 


12 




PC2123 


ami nnfrsn^f pra^p c 


35 


13 


40 . 6 


12 


4 


S49073 


frame shifted cyta 


36 


13 


40 . 6 


13 


2 


B28955 


Dolvsia locil vcocrot 


37 


13 


40 . 6 


14 


2 




H r»H ^ c ^ti owl — PnZi HpI 
uuucociiuyx ^*v*wi u c x. 


38 


13 


40 . 6 


15 


2 


B26997 


un<;r»pri ■F i /— Tnnnno yv 
uiio^cvi iiu iiiv^iivjv^^y 


39 


13 


40 . 6 


15 


2 


S26531 


T— cell receptor al 


40 


13 


40 . 6 


15 


2 


PA002 9 


orotein OA100012 - 


41 


13 


40 . 6 


15 


2 


D38925 


capH ^ fnraap nrnhp 

OCCU j LUi au C UI U LC 


42 


13 


40 . 6 


15 


2 


PH1631 


Ig H chain V— D— J r 


43 


13 


40 . 6 


15 


2 


PH0752 


T— cell receptor be 


44 


13 


40 . 6 


15 


2 


D54226 


licrht— harvestina r> 


45 


12 


37.5 


6 


2 


S14159 


oarasDoral crvstal 


4 6 


12 


37 . 5 


7 


2 


A25269 


sex Dheromonp cAM3 

v— s\ uiiwx viiiwii^ \^ru I>J 


47 


12 


37 . 5 


9 


2 


C41170 


nho tos vs teiti II nro 


4 8 


12 


37 . 5 


9 


2 


S65865 


uuxxaycii ax>^/iici ^. ^ v 


49 


12 


37 . 5 


9 


2 


JQ1202 


leader DeDtide — P 


50 


12 


37 . 5 


10 


9 
£• 


O u X t *a \J 


kyvjx,yya.x,ciL, lui una o c 


51 


12 


37 . 5 


10 


2 


S70722 


65 4K GTP-bindina 


52 


12 


37 . 5 


10 


2 


A5927? 


npnt - i Ho — Tsl4 — (M-arpi" 


53 


12 


37 . 5 


11 


2 


B41835 


translation elonga 


54 


12 


37 . 5 


11 


2 


S45386 


low densitv 1 idodt 


55 


12 


37 . 5 


12 


2 


A55837 


5— aminoimidazole r 

-J UiUXUvXlllXUU u vXt. X. 


56 


12 


37 . 5 


12 


2 


PT0216 


T— cell rpceotor be 


57 


12 


37 . 5 


12 


2 


PH1464 


X v-Cll ICLCpLUl 


58 


12 


37 . 5 


12 


2 


A4 4 8 7 4 


nrr»hne;r i npH "i a — f r 


59 


12 


37.5 


13 


2 


S36874 


cytochrome P4 50 CM 


60 


12 


37.5 


13 


2 


PU0038 


alpha— peptide /a lgi 


61 


12 


37.5 


13 


2 


PC1149 


equinatoxin 1A — s 


62 


12 


37.5 


13 


2 


PH0138 


T— cell receptor be 


63 


12 


37.5 


13 


2 


A40207 


cell surface olvco 


64 


12 


37 .5 


13 


2 


S04013 


lignin peroxidase 


65 


12 


37.5 


13 


2 


S04014 


lignin peroxidase 


66 


12 


37.5 


13 


2 


S32471 


lymnaDFamide 1 - g 


67 


12 


37.5 


13 


2 


S32474 


lymnaDFamide 4 - g 


68 


12 


37.5 


14 


2 


PL0152 


metal-binding prot 


69 


12 


37.5 


14 


2 


PT0259 


Ig heavy chain CRD 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
4.closed-rup, 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-4. closed. rup. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: August 9, 2006, 06:40:52 ; Search time 78.0328 Seconds 

(without alignments) 
82.979 Million cell updates/sec 

Title: US-10-661-366-4 
Perfect score: 32 
Sequence: 1 TTSNLAS 7 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 8966 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : UniProt_7 . 2 : * 

1: uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 23 71.9 13 2 Q9SB03_ORYSA Q9sb03 oryza sativ 

2 19 59.4 10 1 COCIN__PHACN P84785 phaseolus c 

3 19 59.4 10 2 Q4X3I4_PLACH Q4x3i4 Plasmodium 

4 19 59.4 12 2 Q9TTE3_PIG Q9tte3 sus scrofa 
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5 


19 


59 . 


4 


15 


2 


y JUL! IO IlUl 1MJM 


\> y LlclllO 


iiumu SapiCll 


6 


19 


59. 


4 


15 


2 


07M28 5 SOYBM 




rr 1 wp-i n <3 m a v 


7 


18 


56. 


2 


8 


2 


Q7Z7I9~ HUMAN 


Q7z7i9 


homo sarii pn 


8 


18 


56. 


2 


9 


2 


Q8W7U0~ BOSCA 


O8w7u0 


bostrvrhi a 


9 


18 


56. 


2 


10 


1 


\J x run vj X 1 IV* ii 


ITO 1 u u 


rr\ntinnr'1 aHnc 

y yiiuiuuxciaus 


10 


18 


56. 


2 


11 


2 


0682^7 BORBU 


068237 


horrp] i a on 


11 


18 


56. 


2 


12 


2 


Q9SPT5 PEA 


y/ _/ O k> V-> «J 


yXDlull V 


12 


18 


56. 


2 


15 


2 




nQx*7+- a ^ 
yjWLa j 


dilLUx LyXlU^/Ilax 


13 


18 


56. 


2 


15 


2 


090403 DTSOM 






14 


17 


53 . 


1 


8 


2 


P77556 ECOLI 


P77 ^Rfi 


D C P VlD r 1 V> -i r* 

cbcnciicnia 


15 


17 


53 . 


1 


10 


2 


O8GUV6 9RRAS 


yOy uvo 


cancel la vn 
(/dpScila IU 


16 


17 


53 . 


1 


14 


2 


06GWV6 _ SHEEP 

^£WJ¥» V V WJ.1LJLJL 


v u y w v o 


uvxi aiic j 


17 


17 


53. 


1 


15 


1 


CWP03 DAUCA 


P80753 




18 


17 


53 . 


1 


15 


2 


06GWV7 BOVTW 

>/ wj»f v » jlvw v in 


yoy wv / 


uui lauius 


19 


16 


50 . 


o 


9 


2 




nl fill 


piOCalUlUIU L. 


20 


16 


50. 


0 


9 


2 


Q76FU5~9FLOR 


076f u5 


nl ftpflTni niTi ^ 

k/x vvCllllXUiU <D 


21 


16 


50 . 


o 


9 


2 




y /uiUf 


piOCalUlUIU x 


22 


16 


50 . 


o 


9 


2 


07 6FV1 9FLOR 


07 fif \/1 
V ' o x v x 


1^1 rt/^atYIT 1 1TT1 r\ 

j^Jl. Ut dUlXUJll 


2 3 


1 6 


50 . 


o 


Q 

z? 


? 

c 


o7fiFV7 PT.nra 


\i / 0 IV / 


pXOCaluxUITl C 


24 


16 


50 . 


o 


10 


2 


O61807 MOUSE 


Ofil ft D7 


mAic mticrul n 
UlUd lIlUdLUlU 


25 


16 


50 . 


o 


11 


2 


O80B26 HBV 

*y> UVSUJL.U 11IJ V 


OftDh? 


iicpa LILlO JJ 


26 


16 


50 . 


o 


13 


1 


UM4 1 CLOPA 


r o i juu 


LlUb L.X 1U1 LULL 


27 


16 


50. 


o 


13 


2 


Q7M0L4 BACCE 


O7m014 

^ f 111 \J -L. ^ 


ba cillii*? pp 


28 


16 


50 . 


o 


14 


1 


TE1LB RANLU 


P82831 


r*ana 1 1 1 1~ ia S *\r 

J. QUO lULCl V 


29 


16 


50 . 


o 


14 


2 


07M4U3 9 EURO 


/ 1LI*3 Li O 


a Qfiprni 1 1 lie 
(1 J^Ci LJ X XX Li<9 


30 


16 


50 . 


o 


14 


2 


09MRF6 9POAT. 

y 1 11 \ L v JL v-/ikXJ 


^ -VILIX X O 


llvJ X HC LULl ill Li. i. 


31 


16 


50 . 


o 


14 


2 


04478 7 BORBU 


Q44787 


horrpl ia Hn 

JJUll CJ.XQ *~J LI 


32 


16 


50 . 


o 


14 


2 


08V1H7 HBV 
yu v in / no v 


Oftwl h7 


iicpa Lit — Ls u 


33 


16 


50 . 


o 


15 


1 


GSTE2 PSEUO 

VJOXXJ^ I, iJJJ L/ V 


P8^000 


p5C LlUDlLLLVlld O 


34 


16 


50 . 


o 


15 


2 


090VJ2 9MURT 


09avi 2 
v J 




35 


15 


46 . 


9 


7 


2 


065578 9ALPH 


065578 


bovi Vipro 


36 


15 


46. 


9 


8 


2 


Q3BDS9 HORSE 


03bds9 


ecjuus cabal 


37 


15 


46. 


9 


8 


2 


058U13 SECST 

V/ w U V/ ^ <*J jW X 


058ul3 


secalp stri 

W U _L iJ L.1 X 


38 


15 


46. 


9 


8 


2 


058U1 8*~PSAFR 


OS8ul 8 


kvociuiiyiuj l d 


39 


15 


46. 


9 


8 


2 


058U4 9 9POAL 


058u4 9 


aiicjl" 1 nnvr 
a u d l>i axvju yi 


40 


15 


46. 


9 


9 


2 


07M2K6 RABIT 


07m2k6 


orvrtnl amis 


41 


15 


46. 


9 


9 


2 


058U35 FESSE 


y^/ j u u j j 


■f pcf npnos i «; 

X. C O LULUUOlJ 


42 


15 


46 . 


9 


9 


2 


058U41 9POAL 


058u4 1 


h a vn a 1 rli a \7 

lid V liaXLlXu V 


43 


15 


46 . 


9 


9 


2 


O5SBX0 9POAL 




T"P9i" "i n i nei 
IC3 liu xnox 


44 


15 


46 . 


9 


9 


2 


08RKIJ^ BORBU 


Oft rVn? 
yo i a.u j 


UUi I CXXd kJ Ll 


45 


15 


46 . 


9 


10 


2 


OS8IJ1 S PSAST 




o ct uuy 1 Ui La 


46 


15 


46 . 


9 


10 


2 


O58U20 CRTDE 

yjuv£>u uiMuij 


O58u20 


V— X X LUUL'JX J 


47 


15 


46 . 


9 


10 


2 


058U3 7 9POAT, 


y jo uj / 


CL C1LLUL/V X Hill 


48 


15 


46 . 


9 


10 


2 


058U4 7 9P0AL 


058u47 


austra 1 oovr 

w% d w c* X. u _i_ x> k-/ y l 


49 


15 


46 . 


9 


10 


2 


058U54 BROST 

>y/ ^ KJ \J a XV i\ \tf O X 


058u54 


hromns Qtpr 

J^/ X V> Ul UtJ O LCI 


50 


15 


46 . 


9 


10 


2 


05SBS2 9POAT, 


yj jjjjc 


t*iSaiTirinr , Vir»r'i u 

L,lldlllUL'L,ilL/ X L 


SI 

•J X 






q 


1 1 


i 

X 


ATPF POPFTI 


Pft 


pupulUo cup 


52 


15 


46 . 


9 


11 


2 


O58U0 9 TAECM 


O58u09 


fapni a^hpni 

LuCHXQ L>ilC J, Ll 


53 


15 


4 6 


Q 

-7 


1 1 

X X 


0 


OS8IJ22 9POAT. 




pCLXUXLLyUH 


54 


15 


46. 


9 


X X 


0 

Cm 


058U2 4 AEGTA 




acy xxujj j Let 


55 


15 


46. 


9 


11 


2 


058U2 6 LOPEL 

«^UU(L V UV IT 1_| XJ 


yjo >j 


1 OOh OOVTllTTl 
x L/ ky 1 1 w ky x mil 


56 


15 


46. 


9 


11 


2 


OS8U4 3 TRTMO 




i~ r i t" i r* i im mo 

LXXLXL-LUU 1LILJ 


57 


15 


46. 


9 


11 


2 


058U51 9POAL 




a mo "1 unnun im 
aiiujxy u^/y x ljxii 


58 


15 


46. 


9 


1 1 

X X 


2 


05SB08 9POAL 




Ll ldllLl ILi L- 1 1L) X L. 


59 


15 


46.9 


11 


2 


05SBW8 9POAL 




rocH n ci mi 

X C: o 11U OX1LIX 


60 


15 


46. 


9 


12 


2 


Q58U39"~EREDI 


Q58u39 


e r e m o p y r urn 


61 


15 


46. 


9 


12 


2 


Q58U56_BROAV 


Q58u56 


bromus arve 


62 


15 


46. 


9 


12 


2 


Q9QVF2__9MURI 


Q9qvf2 


rattus sp. 


63 


15 


46. 


9 


12 


2 


Q9WUX1_RAT 


Q9wuxl 


rattus norv 


64 


15 


46. 


9 


13 


2 


Q7RDQ1 PLAYO 


Q7rdql 


Plasmodium 


65 


15 


46. 


9 


13 


2 


Q94IJ0_MAIZE 


Q94ij0 


zea mays (m 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
4. rag. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-4. rag. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 



Run on: 
Title : 

Perfect score: 
Sequence : 

Scoring table : 
Searched: 



August 9, 2006, 07:45:18 ; Search time 17.6792 Seconds 

(without alignments) 
181.033 Million cell updates/sec 

US-10-661-366-4 
32 

1 TTSNLAS 7 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 

2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 



2589679 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database 



A_Geneseq_8 ; 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl980s : * 
geneseqpl990s : * 
geneseqp2000s : * 
geneseqp2001s : * 
geneseqp2002s : * 
geneseqp2003as : * 
geneseqp2003bs : * 
genes eqp2 004s : * 
geneseqp2005s : * 
geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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% 

Result Query 



No . 


Score 


Match 


Lencrth 


DB 


ID 


Description 


1 


32 


100 


.0 


7 


g 


ADY751 69 


Ady75169 


Antibody 


2 


32 


100 


.0 


13 


5 


ADG67420 


Adg67420 


Mouse ant 


3 


32 


100 


.0 


13 


5 


ADG67422 


Adg67422 


Mouse ant 


4 


32 


100 


.0 


13 


5 


ADG674 92 


Adg67492 


Humanised 


5 


32 


100 


.0 


1 7 

X J 


j 


AHG67 4 91 


Adg67421 


Mouse ant 




32 


100 


.0 


1 7 

X j 




nnp;674 9^ 

?tXJVj \j ^ 1^, j 


Adg67423 


Mouse ant 


7 


J C. 


100 


.0 


1 7 

X J 


s 

■J 


nT1G67 4 Q1 


Adg67491 


Humanised 


8 


32 


100 


.0 


13 


5 


ADG674 94 


Adg67494 


Humanised 


9 


32 


100 


.0 


13 


5 


ADG67 4 94 


Adg67424 


Mouse ant 


10 


32 


100 


.0 


1 7 

X o 


s 

J 


ADG67 4 9S 


Adg67495 


Humanised 


11 




100 


.0 


1 7 

X «-> 


•J 


ADG67 4 9^ 


Adg67493 


Humanised 


12 


32 


100 


.0 


106 


2 


AAR9 4 1 05 


Aar24105 


Anti-Tac 


13 


32 


100 


.0 


X w u 


9 


AAR18 61 6 


Aar38616 


Modified 


14 




100 


.0 


i 06 

-L \J U 


9 


t\ 7\W5ft 50R 

nnW JO JUO 


Aaw58508 


Protein S 


15 


32 


100 


.0 


106 


2 


AAW5851 1 


Aaw58511 


Protein S 


16 


32 


100 


.0 


106 


9 


A AW 5 ft 51 9 


Aaw58512 


Protein S 


17 


32 


100 


.0 


1 06 


9 


AAW?7fi1 ^ 

rtrtW O / O X o 


Aaw37813 


Humanized 


18 


32 


100 


.0 


1 06 

X \J o 


4 


AAR69 6 51 


Aab69651 


Murine an 


1 9 

X J 


79 


100 


.0 








Aab69648 


Humanised 


90 


79 

J *i 


100 


.0 


106 

XVJ \J 






Aab69647 


Humanised 


21 


32 


100 


.0 


i 06 


4 


A AR 69 641 


Aab69641 


Murine an 


22 


32 


100 


.0 


106 


5 


ARJ1 0^9"? 


Abjl0393 


Disulphid 


23 


32 


100 


.0 


106 


5 


ARJ1 0*^95 


Abjl0395 


Mutant an 


24 


32 


100 


.0 


106 


5 


ABJ10394 


Abjl0394 


Mutant an 


25 


79 


100 


.0 


106 


Q 
o 


AHT01 9 9 5 


Adi01225 


Murine an 


26 


32 


100 


.0 


106 


8 


ADI01224 


Adi01224 


Protein s 


27 


32 


100 


.0 


106 


8 


ADT01 1 91 

T\LJ X \J X X J X 


Adi01191 


Murine an 


28 


32 


100 


.0 


106 


8 


AD047 704 


Ado47704 


Mouse ant 


9 9 


79 


100 


.0 




Q 
O 


z\nn4 7 7 


Ado47730 


PDL-only 


30 


79 

J <L 


100 


.0 


X \J u 


Q 
o 


ADD47 7 71 


Ado47731 


CDR-only 


31 


79 

J £, 


100 


.0 


1 06 

X U U 


Q 

j 


AFR1 9 54 4 


Aebl2544 


Antibody 


79 


79 

j c. 


100 


.0 


10 6 


Q 
-/ 


nJjDl Z. j JO 


Aebl2558 


Humanized 


33 


79 


100 


.0 


1 07 
x w / 


q 

j 


ADY7 5 1 67 

t\XJ 1 / J X o / 


Ady75167 


Antibody 


74 

J *4 


79 


100 


.0 


i i n 

XXV 


9 


aaw4 64ft 9 


Aaw46482 


SIC5 VK a 


J J 


79 

J c. 


100 


.0 


111 


4 


AZ\R4ft 976 


Aab48936 


Anti-TrkA 


3 6 


32 


100 


.0 


12 6 


2 


AAR9 4 1 OR 


Aar24108 


Humanised 


37 


72 

J c 


100 


.0 


196 


9 


AAR0677 5 


Aar06375 


Anti-Tac 


38 


32 


100 


.0 


12 6 


4 


AAR69 654 


Aab69654 


Humanised 


3 9 


32 


100 


.0 


126 


8 


AD047777 


Ado47737 


Humanisd 


40 


32 


100 


.0 


198 




AAP931 50 


Aap93150 


Protein e 


4 1 

1 X 


79 


100 


.0 


1 9ft 




ZXR.T7 9 091 


Abj39021 


Murine an 


4 9 


7 9 


100 


.0 


91 "3 

Li 1 J 


O 

o 


/AJJ i J x DO J 


Adt51685 


Daclizuma 


4 7 


79 
j £ 


100 


.0 


91 7 


i o 


ZlFTTl 64 OH 


Aefl6400 Humanizec 


4 4 


32 


100 


.0 


215 


8 


ADM97 54 7 


Adn97547 


Artificia 


4 5 
i j 


79 

J L. 


100 


.0 


976 

Z. J O 




Z\Z\R 4 5 4 4 9 


Aar45442 


Sequence 


4 6 


79 

J £. 


100 


.0 


9 77 

£ J f 


9 


&RR94 090 


Aar94020 


Anti-erbB 


4 7 


79 


100 


.0 


9 77 
c. j / 


O 


aziwi ^ i ft ^ 

i-VrvW x J x O J 


Aawl5185 


Single-ch 


48 


32 


100 


,0 


237 


3 


AAY7 9 0 59 


Aay79059 


Amino aci 


4 9 


32 


100 


.0 


9 7 9 

-3 .7 


7 

j 


AAR1 9 567 

nnDl l JO J 


Aabl2563 


Anti-TAC 


50 


79 


100 


.0 


9 79 

^ J 


4 
4 


aaR7^ft9^ 


Aab3682 6 


Anti-TAC 


51 


32 


100 


.0 


239 


7 


ADC79231 


Adc79231 


Anti-CA12 


52 


32 


100 


.0 


239 


7 


ADC79232 


Adc79232 


Control s 


53 


32 


100 


.0 


290 


9 


AEB30749 


Aeb30749 


CD20 EC d 


54 


32 


100 


.0 


295 


4 


AA348934 


Aab48934 


Anti-TrkA 


55 


32 


100 


.0 


319 


9 


AEB30747 


Aeb30747 


CD20 EC d 


56 


32 


100 


.0 


438 


6 


ABJ39019 


Abj39019 


Anti-TAC 


57 


32 


100 


.0 


483 


8 


ADN97549 


Adn9754 9 


Artificia 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 

4.rai. 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-4.rai. 

start 

Go Back to previous pa 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: August 9, 2006, 08:17:00 / Search time 4.61092 Seconds 

(without alignments) 
132.883 Million cell updates/sec 

Title: US-10-661-366-4 
Perfect score: 32 
Sequence: 1 TTSNLAS 7 

Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 650591 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : Issued Patents AA: * 



★ 



/EMC_Celerra_SIDS3/ptodata/2/iaa/5_C0MB.pep: 
/EMC_Celerra_SIDS3/ptodata/2/iaa/6_C0MB.pep: * 
/EMC_Celerra_SIDS3/ptodata/2/iaa/7_C0MB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/iaa/H_C0MB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 
/EMC_CelerraJSIDS3/ptodata/2/iaa/RE_COMB.pep:* 
/EMC_Celerra__SIDS3/ptodata/2/iaa/backf ilesl .pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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1 


32 


100. 


0 


106 


1 


US-07-634-278-1 


Sequence 


1, Appli 


2 


32 


100. 


0 


106 


1 


US-07-634-278-7 


Sequence 


7, Appli 


3 


32 


100. 


0 


106 


1 


US-07-634-278-8 


Sequence 


8, Appli 


4 


32 


100. 


0 


106 


1 


US-07-634-278-16 


Sequence 


16, Appl 


5 


32 


100. 


0 


106 


1 


US-08-477-728-1 


Sequence 


1, Appli 


6 


32 


100. 


0 


106 


1 


US-08-477-728-7 


Sequence 


7, Appli 


7 


32 


100. 


0 


106 


1 


US-08-477-728-8 


Sequence 


8, Appli 


8 


32 


100. 


0 


106 


1 


US-08-477-728-16 


Sequence 


16, Appl 


9 


32 


100. 


0 


106 


1 


US-08-474-040-1 


Sequence 


1, Appli 


10 


32 


100. 


0 


106 


1 


US-08-474-040-7 


Sequence 


7, Appli 


11 


32 


100. 


0 


106 


1 


US-08-474-040-8 


Sequence 


8, Appli 


12 


32 


100. 


0 


106 


1 


US-08-474-040-16 


Sequence 


16, Appl 


13 


32 


100. 


0 


106 


1 


US-08-487-200-1 


Sequence 


1, Appli 


14 


32 


100. 


0 


106 


1 


US-08-487-200-7 


Sequence 


7, Appli 


15 


32 


100. 


0 


106 


1 


US-08-487-200-8 


Sequence 


8, Appli 


16 


32 


100. 


0 


106 


1 


US-08-487-200-16 


Sequence 


16, Appl 


17 


32 


100. 


0 


106 


1 


US-08-488-113B-163 


Sequence 


163, App 


18 


32 


100. 


0 


106 


1 


US-08-488-113B-164 


Sequence 


164, App 


19 


32 


100. 


0 


106 


1 


US-08-488-113B-165 


Sequence 


165, App 


20 


32 


100. 


0 


106 


1 


US-08-477-484B-163 


Sequence 


163, App 


21 


32 


100. 


0 


106 


1 


US-08-477-484B-164 


Sequence 


164, App 


22 


32 


100. 


0 


106 


1 


US-08-477-484B-165 


Sequence 


165, App 


23 


32 


100. 


0 


106 


1 


US-08-107-669D-49 


Sequence 


4 9, Appl 


24 


32 


100. 


0 


106 


1 


US-08-107-669D-50 


Sequence 


50, Appl 


25 


32 


100. 


0 


106 


1 


US-08-107-669D-51 


Sequence 


5 1 , Appl 


26 


32 


100. 


0 


106 


1 


US-08-472-788A-50 


Sequence 


50, Appl 


27 


32 


100. 


0 


106 


1 


US-08-472-788A-83 


Sequence 


83, Appl 


28 


32 


100. 


0 


106 


1 


US-08-472-788A-84 


Sequence 


84, Appl 


29 


32 


100. 


0 


106 


1 


US-08-477-531B-49 


Sequence 


4 9 , Appl 


30 


32 


100. 


0 


106 


1 


US-08-477-531B-50 


Sequence 


50, Appl 


31 


32 


100. 


0 


106 


1 


US-08-477-531B-51 


Sequence 


5 1 , Appl 


32 


32 


100. 


0 


106 


1 


US-08-646-360-163 


Sequence 


163, App 


33 


32 


100. 


0 


106 


1 


US-08-646-360-164 


Sequence 


164, App 


34 


32 


100. 


0 


106 


1 


US-08-646-360-165 


Sequence 


165, App 


35 


32 


100. 


0 


106 


1 


US-08-082-842A-50 


Sequence 


50, Appl 


36 


32 


100. 


0 


106 


1 


US-08-082-842A-83 


Sequence 


83, Appl 


37 


32 


100. 


0 


106 


1 


US-08-082-842A-84 


Sequence 


84, Appl 


38 


32 


100. 


0 


106 


2 


US-08-934-841-2 


Sequence 


2, Appli 


39 


32 


100. 


0 


106 


2 


US-09-393-409-2 


Sequence 


2, Appli 


40 


32 


100. 


0 


106 


2 


US-08-839-765-163 


Sequence 


163, App 


41 


32 


100. 


0 


106 


2 


US-08-839-765-164 


Sequence 


164, App 


42 


32 


100. 


0 


106 


2 


US-08-839-765-165 


Sequence 


165, App 


43 


32 


100. 


0 


106 


2 


US-09-136-389-163 


Sequence 


163, App 


44 


32 


100. 


0 


106 


2 


US-09-136-389-164 


Sequence 


164, App 
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SCORE Search Results Details for Applicatior 
1 10661366 and Search Result us-10-661-366-4-ra 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 

4,rapbm. 

start 

Go Back to pn 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



August 9, 2006, 09:01:05 



r Search time 14.9795 Seconds 
(without alignments) 
216.462 Million cell updates/sec 



US-10-661-366-4 
32 

1 TTSNLAS 7 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 

2097797 seqs, 463214858 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database 



2097797 



Published_Applications_AA_Main: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBC0MB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



Score 



% 

Query 

Match Length DB 



SUMMARIES 



ID 



Description 



1 32 100.0 7 5 US-10-661-366-4 

2 32 100.0 13 4 US-10-468-496-1912 

3 32 100.0 13 4 US-10-468-496-1913 



Sequence 4, Appli 
Sequence 1912, Ap 
Sequence 1913, Ap 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
| 4,rapbn, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-4. rapbn. 

start 

Go Back to previous pag 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 09:02:15 ; Search time 2.29352 Seconds 

(without alignments) 
205.442 Million cell updates/sec 

Title : US-10-661-366-4 
Perfect score: 32 
Sequence: • 1 TTSNLAS 7 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 239914 seqs, 67312017 residues 

Total number of hits satisfying chosen parameters: 239914 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA_New: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB . pep : * 

2 : /EMC_CelerraJSIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2 /pubpaa/US07_NEW_PUB . pep : * 

4 : /EMC_Celerra_SIDS3/ptodata/2 /pubpaa/US08_NEW_PUB . pep : * 

5 : /EMC_CelerraJ5IDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USllJSTEW_PUB.pep: * 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US 60_NEW_PUB . pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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84 


.4 




VJ 


u o 


1 0- 
1 u 


44 Q- 

4 4-7 


909-44 899 


Sequence 


44822, A 


27 


21 


84 


.4 


382 


7 


119- 


11- 

X X 


056- 

VJ yj V 


355R-42 529 

OJJO 1<C.J^5 


Sequence 


42529, A 


28 


91 

Cm 1 


84 


.4 


?9? 

-J _? o 


7 


119- 


11- 

X X 


056- 


? 5 5R-4 2 528 

JJJO 4 J <£. O 


Sequence 


42528, A 


29 


21 


84 


.4 


522 


7 


119- 


11- 

X X 


??0- 


40?-1 4 671 

1UO 1 1 D / 1 


Sequence 


14671, A 


30 


91 


84 


.4 


779 

/ / 5 


D 


TI9 — 


i n- 

X u 


44 Q_ 
4 4 y 


902-5?491 

5Ul JJ131 


Sequence 


53491, A 


31 


9 6 

C. VJ 


81 


.2 


o o 




TI9- 


i n~ 

X u 


471- 

4 / X 


571 n-?5?4 

J > In. J J J 4 


Sequence 


3534, Ap 


32 


9 6 

C. VJ 


81 


.2 


2 56 

J VJ 


7 


TI9- 


11- 

X X 


?58- 


41 9-77 

4X5 / / 


Sequence 


77, Appl 


33 
j j 


9 6 

C. VJ 


81 


.2 


306 


V? 


TT9 — 


1 0- 
X u 


44 q_ 


902-?04 02 


Sequence 


30402, A 


34 


2 6 


81 


.2 


306 


VJ 


TI9- 


1 0- 
x yj 


44 9- 
iij 


902-?67 62 
z/\j c. jo / o c* 


Sequence 


36762, A 


35 

O J 


9 6 
c. u 


81 


.2 


584 


O 


TI9- 


1 0- 
X u 


44 9- 

4 4 5 


902-44 ?84 

5 U c~ 11 Jul 


Sequence 


44384, A 


? 6 
o D 


9 6 


81 


.2 


£1 9 
Ol 5 


D 


TIC — 


1 fi_ 
1 u - 


Q CL ? _ 


j45 — lofi^y 


Sequence 


18449, A 


?7 

O / 


9 6 


81 


.2 


67 5 
O / J 


D 




1U 




? 4 Q — 1 Q4/1P 
J45X0440 


Sequence 


18448, A 


?8 

o o 


2 6 


81 


.2 


68 6 
D O O 


VJ 


TT9 — 


1 H- 
X u 


9 5?- 

7 JO 


?49-1 8447 
J45 1044» 


Sequence 


18447, A 


39 


2 6 


81 


,2 


759 


7 


US- 


11- 

X X 


330- 

O O VJ 


4 0?- 5806 

1 VJ J J O VJ VJ 


Sequence 


5806, Ap 


40 


26 


81 


.2 


fi 32 


VJ 


119 — 


1 D- 

1 VJ 


953- 


?4 9-4 07 

J 4 5 4 U / 


Sequence 


407, App 




2 6 


81 


.2 


8 ?2 

O 0£ 


7 


TT9 — 


11- 

1 1 


0 56- 
u jo 


?i;clr_944Q7 

JJJD tllO / 


Sequence 


24487, A 


42 


26 


81 


.2 


8 32 

O O £, 


7 


119 — 


11- 

1 1 


056- 

U JO 


? 5 5R-1 04 84 8 

JJJO XU4040 


Sequence 


104848, 


4 ? 

4 O 


2 6 


81 


.2 


8 ?2 


7 




11- 

X X 


0 5 6- 

U JO 


? 5 5R— 1 1 608 7 

JJJO 11DU0 / 


Sequence 


116087, 


4 4 


2 6 


81 


.2 


Q84 


D 


TTC_ 


1 0- 
1 u — 


9 5?- 

5 J J — 


04 9-406 
j4 5 4UD 


Sequence 


406, App 


4 5 

4 J 


2 6 


81 


.2 


QS4 
5 O 4 


7 


TTQ — 
Uo 


11- 
11 


0^6- 
U J D 


? ^ ^H — 9 A A P £ 
J 0 JD t 4 4 O D 


Sequence 


24486, A 


4 A 
4 D 


2 6 


81 


.2 


984 


7 

f 


UO 


11 
X-L- 


O ^ £ — 
UjO 


ojjo— xUflofi / 


Sequence 


104847, 


47 


26 


81 


.2 


984 


7 


119- 


11- 

X X 


056- 

U J o 


? 5 5R-1 1 608 6 

JJJD llOUO U 


Sequence^ 


116086, 


4 8 

4 O 


2 6 

c. VJ 


81 


.2 


98 5 


c. 

D 


TT9 — 
UO 


1 D- 
1 U 


9 5?- 

5 J J 


?4 9-405 
j 4 5 4 U J 


Sequence 


405, App 


4 Q 
4 5 


9 6 


81 


.2 


QOC 


7 

f 


TTQ — 
UO 


11- 
11 


056- 
Uj D 


JJJD ZIIOJ 


Sequence 


24485, A 


50 

J u 


2 6 


81 


.2 


98 5 
_? o j 


7 


TTC_ 
U O 


11- 
ix 


056- 

UJD 


? 5 5R— 1 0484 6 
JJJO XU404 D 


Sequence 


104846, 


SI 
j x 


2 6 


81 


.2 


985 


7 


TTQ — 

u o 


11- 

X X 


056- 

U J o 


? 5 5R— 1 1 608 5 

OJJO XXOUOj 


Sequence 


116085, 


59 

J C. 


2 5 

£. J 


78 


.1 


1 9 

-L 5 


7 


TTQ — 

uo 


11- 

X X 


1 ?4- 

X j 4 


Q71 _i ci 4 

O /XlJl4 


Sequence 


1514, Ap 


5? 

sJ J 


9 5 


78 


.1 


i ?o 


7 
i 


TTQ — 

UO 


11- 

11 


0 5 6- 
U J D 


? R RR_ 9 P 4 9 1 
jjjO — 504^X 


Sequence 


98421, A 


54 


25 


78 


.1 


130 


1 


TJS- 


11- 


056- 


355B-109660 


Sequence 


109660, 


55 


25 


78 


.1 


135 


1 


us- 


11- 


056- 


355B-50185 


Sequence 


50185, A 


56 


25 


78 


.1 


135 


1 


US- 


11- 


056- 


355B-98420 


Sequence 


98420, A 


57 


25 


78 


.1 


135 


1 


us- 


11- 


056- 


355B-108345 


Sequence 


108345, 


58 


25 


78 


.1 


135 


1 


us- 


11- 


056- 


355B-109659 


Sequence 


109659, 


59 


25 


78 


.1 


135 


1 


us- 


11- 


056- 


355B-119584 


Sequence 


119584, 
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Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6< 
start 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



August 9, 2006, 08:00:49 ; Search time 2.74744 Seconds 

(without alignments) 
245.144 Million cell updates/sec 

US-10-661-366-4 
32 

1 TTSNLAS 7 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



283416 



Database 



PIR_80:* 
pirl : * 
pir2 : * 
pir3: * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


32 


100.0 


86 


2 


S20651 


Ig heavy chain V r 


2 


29 


90.6 


534 


2 


G86385 


hypothetical prote 


3 


29 


90.6 


546 


2 


T47018 


hypothetical prote 


4 


29 


90.6 


546 


2 


AG023 6 


probable membrane 


5 


29 


90.6 


999 


2 


F72453 


probable cytochrom 


6 


28 


87.5 


91 


2 


S17630 


Ig kappa chain V r 


7 


28 


87.5 


91 


2 


S17626 


Ig kappa chain V r 


8 


28 


87.5 


93 


2 


S17642 


Ig kappa chain V r 
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9 


28 


87 . 5 


93 


2 


S17641 


Trr kat)Da chain V r 


10 


28 


87 . 5 


93 


2 


S17640 


la kaDDa chain V r 


11 


28 


87.5 


93 


2 


S17623 


Icr kaDDa chain V r 


12 


28 


87 .5 


96 


2 


C33730 


Id kaDDa chain V r 


13 


28 


87 . 5 


99 


2 


PH1059 


In licfht chain V r 


14 


28 


87 . 5 


99 


2 


PH1060 


To liahi - chain V r 

y XXUWLi U 1 1 a X. 1 1 V X 


15 


28 


87.5 


99 


2 


D38601 


Icr kaDDa chain V r 


16 


28 


87 . 5 


99 


2 


PH1058 


Trr 1 i nh 1" chain V r 


17 


28 


87.5 


109 


2 


PT0404 


Ig light chain V r 


18 


28 


87 .5 


109 


2 


PT0405 


Trr 1 i nht* chain V r 


19 


28 


87.5 


130 


2 


A32513 


Ig kappa chain pre 


20 


28 


87 . 5 


140 


2 


PL0013 


To kaDDa chain nrp 


21 


28 


87.5 


265 


2 


AH3513 


channel protein vi 


22 


28 


87.5 


287 


2 


T31457 


nro tochloroohvll id 


23 


28 


87 . 5 


417 


2 


D90304 


dllLXiivJ a.u_LkX UXaiio|yU 


24 


28 


87.5 


753 


2 


S35371 


■finnpr nrot pi n npn 


25 


28 


87.5 


1107 


2 


S61667 


nrohabl p TtiPTTihranp 


26 


28 


87 . 5 


1119 


2 


A8 8 4 8 1 


Drotein C 1 6A3 6 H 

-1- W UCill V* X U>,rY«J • VJ [_ X. 


27 


28 


87 . 5 


2104 


2 


T38774 


ttivd ^ i n — hpa\/\7 rha 
my u oxu o nca vy una 


28 


28 


87 . 5 


2491 


2 


A57036 


L.Q1XU O X. X1U C lllUXU. 


29 


27 


84.4 


67 


2 


S24216 


Tn kaDDa chai n — m 

x y jva ci wHui.il hi 


30 


27 


84.4 


68 


2 


S26474 


Trr kaDDa chai n V r 

xy '' a rr wiiaxil v X 


31 


27 


84 .4 


86 


2 


S20649 


Tn hpaw chain V r 

xy iicq vy L-iicixii v X 


32 


27 


84 . 4 


86 


2 


S26459 


Trr kaDDa chain V r* 


33 


27 


84 .4 


86 


2 


S29587 


T n Vr a nn a chain V r* 
xy jv cl^j^j a uiiaxn v x 


34 


27 


84 . 4 


90 


2 


S26339 


T n k a T>r> a chain V t 
xy /vakykya ^iicixii v x 


35 


27 


84 . 4 


93 


2 


S17633 


Tn lf a r>n a cha i n \f r 
xy /\a^^ a unaxii v X 


36 


27 


84 . 4 


93 


2 


S17632 


Trr V" a "r\T^ ^ rh a "i n \T y» 
xy riappa niaxii v x 


37 


27 


84 . 4 


93 


2 


O X / wJ J 


Trr IraTM^a ph a i n \jT y 
iy ft.cl£J£Jcl Unaxll V x 


38 


27 


84 . 4 


93 


2 


S17625 


Tn kanDa chain V r 
xy riakJLya ^iidxii v x 


39 


27 


84 . 4 


93 


2 


S17634 


Tn kaDDa chain V r 

xy j\.a,kykya u i i a _L 1 1 v x 


40 


27 


84 . 4 


93 


2 


S17636 


Tn kaDDa chain V r 

xy j\.cikJkJCi UHaJ.ll v x 


41 


27 


84 . 4 


93 


2 


S17624 


Trr kanr>a chain \T r 
xy js.akykya uhoxu v x 


42 


27 


84 .4 


93 


2 


S17631 


To* k a dd a chain V r 

xy rwci uua uiiuxii v x 


43 


27 


84 . 4 


94 


2 


S26340 


Tn 1 i nh t* chain V r 

xy xxuiiu uiiuxn v x 


44 


27 


84 . 4 


97 


2 


PH1085 


Tn 1 i nht~ chai n V t 

xy xxyn u Liiain v x 


45 


27 


84.4 


98 


2 


PH1061 


Tn 1 i nh t" chain V r 
xy xxyuu unaxii v x 


46 


27 


84 . 4 


101 


2 


S13696 


Tn hpaw phai n \T r 
xy nca v y uiiaxu V X 


47 


27 


84.4 


102 


2 


S29582 


Tn kaDDa chain V r 

-i_ y j\u^/^/u viiaxu v x 


48 


27 


84.4 


102 


2 


S29584 


Tn kaDDa chain V r 

xy Tv a d ui la xii v x 


49 


27 


84 . 4 


102 


2 


S29588 


T n k a nn a rhai n \/ ** 
xy J\.akykya uuaxn V X 


50 


27 


84 . 4 


102 


2 


S13697 


xy nca vy unaxii v x 


51 


27 


84 . 4 


103 


2 


S13695 

•tJ J- w \j ^ +j 


xy ,r\.a ky ky a Luaiii ill 


52 


27 


84 . 4 


103 


2 


S13698 


Trr hpa w phai n \/ y 
xy nca v y uiiaxil v x 


53 


27 


84 . 4 


104 


2 


S29592 


Tn kanna rVia i n \/ >-- 
xy T\. a uu a Liiaxu v x 


54 


27 


84 . 4 


104 


2 


S26475 


Tn Vanna rha i n V t* 
xy siCLkJksa Ulla ill v x 


55 


27 


84 . 4 


105 


2 


S26338 


Trr tanna rha i n \/ r 
xy /vakykya uiiaxil v x 


56 


27 


84 . 4 


106 


2 


PL0082 


Tn kann>a chain V t* 
xy A.a^a unaxii v x 


57 


27 


84 . 4 


106 


2 


S29583 

•J Cm -S *J \J *J 


T n k a nn a rhai n \7 t* 
xy /va ky ky a uiiaxn v x 


58 


27 


84 . 4 


107 


2 


A4 2 8 4 8 


Tn linht" chain V r 
xy xxyiii- v— 1 1 a x 1 1 v x 


59 


27 


84 . 4 


107 


2 


S11122 


Tn Vanna chai n \T r 
xy is. a ky ky a uiiaxn v x 


60 


27 


84 . 4 


108 


2 


S11125 


Tn Vanna chain V r 
x y iva ky ky a uiiaxn v x 


61 


27 


84 . 4 


108 


2 


PL0278 


Tn Vanna chain V r 
xy jvavykyct u11ai.11 v x 


62 


27 


84 . 4 


108 


2 


PL0277 


T n k s nn a phai n \/ r* 
xy Tvakykya unani v x 


63 


27 


84 . 4 


108 


2 


S38720 


Tn linht* chain V r 
xy xxyiiu uiiani v x 


64 


27 


84 .4 


108 


2 


PL027 6 


Ig kappa chain V r 


65 


27 


84.4 


108 


2 


S29581 


Ig kappa chain V r 


66 


27 


84.4 


108 


2 


PS0069 


Ig kappa chain V r 


67 


27 


84.4 


109 


2 


S13699 


Ig kappa chain V r 


68 


27 


84.4 


120 


2 


S66536 


Ig light chain V r 


69 


27 


84.4 


123 


2 


S05269 


Ig kappa chain pre 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
4.rup, 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-4.rup. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:46:18 ; Search time 21.1672 Seconds 

(without alignments) 
305.902 Million cell updates/sec 

Title: US-10-661-366-4 
Perfect score: 32 
Sequence: 1 TTSNLAS 7 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 32 100.0 6680 2 Q5CXT7_CRYPV Q5cxt7 cryptospori 

2 30 93.8 261 2 Q9NXQ0_HUMAN Q9nxq0 homo sapien 

3 30 93.8 554 2 Q2U8A6_ASP0R Q2u8a6 aspergillus 

4 30 93.8 582 2 Q4R338 MAC FA Q4r338 macaca fasc 
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5 


30 


93 . 


8 


684 


2 


OS8M11 XENLA 


6 


30 


93 . 


8 


684 


2 


06DCL9 XENLA 


7 


30 


93 . 


8 


900 


2 


05T5J6 HUMAN 


8 


30 


93 . 


8 


900 


? 

c. 


08NEK9 HUMAN 


9 


30 


93 . 


8 


900 


2 


09BZ07 HUMAN 

\t XJ LI ^/ / UU1 ITU » 


10 


30 


93 . 


8 


4315 


2 


06RKJ3 BOTCI 


11 


29 


90. 


6 


137 


2 


06ZLG1 _ ORYSA 


12 


29 


90. 


6 


175 


2 


081CP3 BACCR 


13 


29 


90 . 


6 


285 


2 


04L634 STAHJ 


14 


29 


90 . 


6 


303 


2 


O2XVT0 9CAUD 


15 


29 


90 . 


6 


303 


2 


03HL4 4 _ 9CAUD 


16 


29 


90 . 


6 


303 


2 


02LI98~ 9CAUD 

y xj x^ w v^x* w x/ 


17 


29 


90 . 


6 


303 


2 


O2LIF0 9CAUD 


18 


29 


90 . 


6 


303 


2 


03HKY6 9CAUD 


19 


29 


90. 


6 


303 


2 


02I8C8 9CAUD 


20 


29 


90. 


6 


365 


2 


05BWT2~~SCHJA 


21 


29 


90. 


6 


519 


2 


09NWG4 HUMAN 


22 


29 


90. 


6 


532 


2 


O9H?U0 HUMAN 


23 


29 


90. 


6 


534 


2 


09C6M3 ARATH 


24 


29 


90.6 


S4 6 

*J *a \j 




OfifiR4? YFRP9 


25 


29 


90 . 




546 


2 


O9ZC50 YERPE 


26 


29 


90 . 




549 


2 


070TY6 GTALA 


27 


29 


9f) 


a 


605 


2 


09GM4 9 MACEA 


28 


29 


90 




623 


c 


OST.9HS RnrFM 


29 


29 


90 




686 


2 


O9NXF0 HUMAN 

y ^iial \j ii wi iniM 


30 


29 * 


90 




836 


2 


07XYY2 ARATH 


31 


29 


^ \J . 


\J 


895 


2 


054E1 9 DTPDT 


32 


29 


90 


f. 
\J 


923 


2 


OGC314 YART.T 


33 


2 9 


90 


a 

D 


968 


2 


077^86 HUMAN 


34 


29 


90 . 




999 


2 


09Y9T.4 AERPE 

^ Zf i. Z? XJ " r\Xj 1\ XT X-> 


35 


29 


90 . 




1332 


2 


086*506 DROME 


36 


29 


90 


D 


1332 


2 


08S7 77 DROME 

yUu)U£J f Xy Xl_i 


37 


29 


q n 


D 


1343 


0 
c* 


09V3S8 DROME 


38 


29 


q n 




1375 


2 


O8 6S0 5 DROME 
<^ u you j i»/ ixwi xx_i 


39 


29 






1486 


2 


08TEE1 HUT*4AN 


40 


29 


q n 


O 


1491 


2 


09LV02 ARATH 
^ ./ u v y t. rtrvn. x xi 


41 


29 


90. 


6 


1541 


2 


07UOJ9 RHORA 


42 


2 9 


90. 


6 


2197 


2 


Ofil 8V1 PAERR 


43 


29 


90. 


6 


2310 


2 


08TBZ1 PLAE7 

\£ \J J. XJ <J J. XT XXrt.X / 


44 


29 


90. 


6 


2542 


2 


O 8 TWZ ^ HUMAN 
y u x iv li j nu i xniN 


45 


29 


90. 


6 


2 617 


2 


08TW7P HUMAN 


4 6 


29 


90. 


6 


2 618 


9 




47 


2 9 


90. 


6 


4723 


2 


08 6RA1 DROME 

\pJ KJ \J LJl\. X 1/I\\/1 UJ 


48 


29 


90. 


6 


4723 


2 


O8MUJ8 DROME 

y ui iuu u L/ixuriu 


49 


28 


87. 


5 


32 


0 

Cm 


O7 7UV0 T.DV 


50 


28 


87. 


5 


-J £. 


9 

Cm 


09Y.TP6 T.DV 
y? luro xiuv 


51 


28 


87. 


5 


107 


2 


07ZT1 ^ PAT.SA 


52 


28 


87. 


5 


112 


2 


08K1 E? MOTIVE 


53 


28 


87. 


5 


114 


2 


08K1E1 MOTIVE 
y u ux r x i iu uojj 


54 


28 


87. 


5 


131 


2 


08 11C 3 MOUSE 


55 


28 


87. 


5 


142 


2 


O7Prfi0 MYT^M 

1 C \J \J 11 X O Oil 


56 


28 


87. 


5 


146 


2 


02J8C4 9APTO 


57 


28 


87. 


5 


160 


2 


y / t.yo i xjLj riL» 


58 


28 


87 . 


5 


160 


2 


08ESX7 T.EPTN 


59 


28 


87. 


5 


207 


2 


09TUO^ 9HTV1 


60 


?8 


87. 


5 


c. -L O 




ORN7Efi 

V-**' ' t» v Union, 


61 


28 


87. 


5 


217 


2 


Q9IUN8^9HIV1 


62 


28 


87. 


5 


221 


2 


Q8GE2 9_HELM0 


63 


28 


87. 


5 


231 


2 


Q70QD7_9HIV1 


64 


28 


87. 


5 


236 


2 


Q84GE8 CORGL 


65 


28 


87. 


5 


259 


2 


Q425X0 DESHA 



Q58mll xenopus lae 
Q6dcl9 xenopus lae 
Q5t5j6 homo sapien 
Q8nek9 homo sapien 
Q9bzq7 homo sapien 
Q6rkj3 botrytis ci 
Q6zlgl oryza sativ 
Q81cp3 bacillus ce 
Q41634 staphylococ 
Q2xvt0 bacteriopha 
Q3hl44 bacillus an 
Q21i98 bacillus an 
Q21if0 bacillus an 
Q3hky6 bacillus an 
Q2i8c8 bacillus an 
Q5bwi2 schistosoma 
Q9nwg4 homo sapien 
Q9h2u0 homo sapien 
Q9c6m3 arabidopsis 
Q66b42 yersinia ps 
Q9zc50 yersinia pe 
Q7qty6 giardia lam 
Q9gm49 macaca fasc 
Q519h5 bacteroides 
Q9nxf0 homo sapien 
Q7xyy2 arabidopsis 
Q54el9 dictyosteli 
Q6c314 yarrowia li 
Q7z586 homo sapien 
Q9y914 aeropyrum p 
Q86s06 drosophila 
Q8szz7 drosophila 
Q9v358 drosophila 
Q86s05 drosophila 
Q8tefl homo sapien 
Q91vq2 arabidopsis 
Q7uqj 9 rhodopirell 
Q618vl caenorhabdi 
Q8ibzl Plasmodium 
Q8iwz3 homo sapien 
Q8iwz2 homo sapien 
Q4a5v2 mycoplasma 
Q86bal drosophila 
Q8muj8 drosophila 
Q77uv0 lactate deh 
Q9yjp6 lactate deh 
Q2zil3 caldicellul 
Q8klf2 mus musculu 
Q8klfl mus musculu 
Q811c3 mus musculu 
Q7pc60 mycobacteri 
Q2j8c4 frankia sp. 
Q72q84 leptospira 
Q8f5x7 leptospira 
Q9iuq3 human immun 
Q5n7e6 oryza sativ 
Q9iun8 human immun 
Q8ge29 heliobacill 
Q70qd7 human immun 
Q84ge8 corynebacte 
Q425x0 desulfitoba 
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| SCORE Search Results Details for Application 
I 10661366 and Search Result us-10-661-366- 
| 5,closed,rag. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-5. closed, rag. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 06:40:12 ; Search time 74.3607 Seconds 

(without alignments) 
49.189 Million cell updates/sec 

Title: US-10-661-366-5 

Perfect score: 51 

Sequence: 1 HQWSSYPR 8 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 837128 



Minimum DB seq length: 0 
Maximum DB seq length: 15 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



Database : A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s:* 

4: geneseqp2001s : * 

5: geneseqp2002s:* 

6: geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 

10: geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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% 

Result Query 



No . 


Score 


Match 


TiPncrth 


DB 


ID 




1 


51 


100 . 0 


8 


9 


ADY75170 


AHv7S170 Anfihnriv 


2 


46 


90 . 2 


8 


2 


AAR? S 9S7 


Asr?SqS7 TP AM— 1 in 


3 


46 


90.2 


9 


8 


ADE25810 




4 


46 


90.2 


9 


9 


AF.A4 4051 


Aea440S1 Anti-TPO 


5 


43 


84.3 


9 


8 


ADR? SRI 1 






42 


82 . 4 


9 


9 


AFR7DRR R 


A^hTfiRRCl Tnl 1 -1 i 


7 


42 


82.4 


14 


5 


now oouuj 


/ujgDDUU j nUlUali aCc 


8 


39 


76.5 


14 


5 


ARG66011 


AV^rf6601 1 Uvima n o/-<=» 
rujy dduii nuiiidxi auc 


9 


38 


74 . 5 


9 


3 


AAR079S9 




10 


38 


74 . 5 


9 


8 


ADHS9n63 


AHh c iq663 T i nht- rh^ 


11 


38 


74 . 5 


9 


8 


ADH596R4 


AHhS96R4 T.i rrht" rha 


12 


38 


74 . 5 


9 


9 


AED191 93 


A<=kri1 qi 93 On rn^fa t" i 


13 


38 


74 . 5 


9 


10 


AEF51135 


Apf SI 1 3S Vari ahl p 


14 


38 


74 . 5 


9 


10 


AEF7 630? 


Apf763f)9 Prn«;1-ai-p 


15 


38 


74 . 5 


10 


5 


AAU70 357 


Aaii7n3S7 Mnu<;p Kan 


16 


37 


72 . 5 


9 


7 


AH.T94S7? 


AH"iQ4R79 Uumani c»H 


17 


37 


72 . 5 


14 


5 


ARG66006 


AHfi66Dn6 Human arp 

nJJU UUUU U Xi Li.iL LCI 1 1 CLLC 


18 


35 


68 . 6 


8 


5 


.rtXJ^JO D \J 4 o 


7\V>rT C\ A Human ar'a 
nJJLj O nUIllcill aOc 


19 


3 S 


u o . u 


q 


s 


nDUuo U O ^ 


2iV , »rffi^ : \n3Q Human arp 


9f) 


3S 


DO . O 


i n 
j. \j 


«j 


ARf;fifif) 3R 


hdljodujo nuiuan ace 


21 


35 


68 . 6 


10 


5 


ARG66047 


AHrffifi047 Human ar*^ 
nwy ouui / nu.iLiciii a lc 


22 


35 


68 . 6 


11 


5 


ABG66037 


AHrrfifi037 Human arp 
nuy uuuo / nuiLictii a L-c 


23 


35 


68 . 6 


X X 






Z^Hrrfi^n97 Human aj-o 


24 


35 


68 . 6 


12 


5 


ARG6604 6 

^"VDVJ D D U *i D 


nuy doui d nuiiLdii doc 


25 


35 


68 . 6 


12 


5 


ARG66036 


AKrrfifin3fi Human a ro 

jT\XJ LjUOUjy n Uilld 11 d .L. C 


26 


35 


68 . 6 


12 


5 


ARG660? 6 


An>rrfifi09fi Human arp 


27 


35 


68 . 6 


12 


7 


ADF1 S S7 fi 

rUJCj X >J <J / D 


7\Hp 1 ^ m ^ Mo Tan nm a 
nUclJJ / D l v ltr xdllUllld 


28 


35 


68 . 6 


13 


5 


rVDVJ DUUi, J 


2iHrr^fin9^ Human ar»o 
rtUy DDUi j fl Uilld 11 aCe 


29 


3 5 


6R 6 
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X sJ 




rujVJD D w o J 


ZiV^irr ^\ f\ fi 3 ^ Human a r*a 
rtjjy dduj j n Uilld 11 ate 


30 


35 


68 . 6 


14 


2 


AAW3S 34 0 


Aaur3^34n Human arp 
ria wo joiu n uiiid ii ate 


31 


35 


68 . 6 


14 


4 


AATJ04 701 


Aau047ni ^Irramhl pH 
Aid U U M ( \j j. Ot>l auiiJlCU 


32 


35 


68 . 6 


1 4 

X 1 


c; 

<j 


ADUO D VJ KJ 


AHfTfi^n9n Human ar»P 
nfy udul u n unid ii doc 


33 


35 


68 . 6 


14 


5 


ARG65 9R5 


AhrtfiRQRR Human arp 
rujy u j j o j n unid ii dL-c 


34 


35 


6R 6 


1 4 

X 1 




ARG6600R 


AHrrfi^nnR Human arp 
rtuy dduuo n Uilld 11 ate 


35 


35 


68 . 6 


14 


5 


ARG660? 3 


Ahinfifi093 Human arp 
njjuuvu^ j nuiiidii dtc 


36 


35 


68 . 6 


14 


5 


ARG659R6 


AHrrfiRqRfi Human arp 
riuy u j u nuiLLdii q lc 


37 


35 


68 . 6 


14 


5 


ARG66021 

ADO UUULl 


Ah)rrfifif)91 Human arp 
nuy uuut i nuiiidii dtc 


38 


35 


68 . 6 


14 


5 


ARG659R4 


AVirffiRQR4 Human arp 
nuy u j jo t n uilld ii dtc 


39 


35 


68 . 6 


14 


5 


ABG66013 


Ahrr6601 3 Human arp 


40 


35 


68 . 6 


14 


5 


ARG660?? 


Ah»nfifin99 Human arp 
rujy 4> n uiLLd i l dtc 


4 1 


35 


68 . 6 


1 4 

X *1 


c; 

■j 


t\lJ\J \J >J ZJ ZJ A. 


ZihrtfiRQQ 1 Human arp 
nJjy ojj^i n Uilld ii dtc 


4? 

" c. 


35 


68 . 6 


1 4 

X 1 


c; 
■j 


^AJDVj \J *J Z? 1 Z? 


AVirffiRQ7Q Human arp 
y o / z? n unid 11 d t c 


4 3 

4 O 


3 R 


6R 

DO . D 


1 4 

X 1 


c. 


/tX?Vj OuUIl 


7\ V> rr f> ^ O 1 9 Unman aro 

rujy DDUiii n uilld 1 1 ate 


4 4 


3 S 


6R 6 

D O • \J 


1 4 

X 4 


c; 




Zl ni/r £ fiO 4 ^ Human arp 
rujy ODUi j n uiiid 11 ate 


4 S 


3 s 


68 . 6 


T 4 
x 4 


R 


nDu vj «J O / 


Z\KrTfiRqR7 Human arp 
nuy DJ50 / nuiiidii dtc 


4 fi 

4 D 


3 ^ 


DO . O 


1 4 

X 4 




nDuDOUUJ 


H\-\rr C\C\ C\ ^ Unman arp 
rwljDDuU j n Uilld 11 ate 


4 / 


3 R 


fiR 

DO • D 


1 4 

X 4 






7\Krr ^ Q Q O Unman ar^o 
/\DyoO-?^u n uilld 11 ate 


4 8 


35 




1 4 

X 1 


t; 


ARG66094 


Hhrrfifin94 Human arp 
nwy 00U4 1 n Uiiid 11 dte 


4 9 


3 S 


D O . D 


1 4 

X 4 


q 


Z1FR63R R9 


ZXpHfi3RR9 Pharrp Hi <! 


0 u 


34 
.3 4 


Do. / 


/ 


Q 


■AAi / / o y U 


Aay / / jyu ATI HI — flUItld 


51 


34 


66.7 


7 


4 


AAB78859 


Aab78859 Anti-huma 


52 


34 


66.7 


7 


8 


ADL11885 


Adlll885 CDR-1 lig 


53 


34 


66.7 


7 


9 


ADZ58527 


Adz58527 VEGF rece 


54 


34 


66.7 


8 


6 


ADA90369 


Ada90369 MS-Roche 


55 


34 


66.7 


8 


6 


ADA89989 


Ada89989 Anti-Abet 


56 


34 


66.7 


8 


6 


ADA90368 


Ada90368 MS-Roche 


57 


34 


66.7 


8 


6 


ADA90367 


Ada90367 MS-Roche 
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| SCORE Search Results Details for Application 101 
1 and Search Result us-10-661-366-5-closed.r 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 

5. closed. rai. 

start 

Go Back 1 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



protein search, using sw model 

August 9, 2006, 07:02:53 ; Search time 19.6721 Seconds 

(without alignments) 
35.596 Million cell updates/sec 

US-10-661-366-5 
51 

1 HQWSSYPR 8 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



249102 



Database 



Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3: /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5 : /EMC_Celerra_SIDS3 /ptodata/2/iaa/PCTUS_COMB . pep : 

6: /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB 



ID 



Description 



1 38 74.5 9 2 US-09-339-596A-40 

2 38 74.5 10 2 US-09-563-222C-37 



Sequence 4 0, Appl 
Sequence 37, Appl 
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35 
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V W V —> A. W W V 1 V X 


Sequence 
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34 
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2 
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w C^UCUCC 


9 0 AddI 
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32 


62 . 


7 
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2 


US-09-830-954A-15 


S ecruence 


15, AddI 


6 


32 


62 . 


7 


9 


2 
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V kj V W U W V -S W "Jrt X V 




1 6 AddI 


7 


32 


62 . 


7 


9 


2 


US-09-830-954A-17 


W V— V— ^ V^ 4 X w 
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A, I f JW JU 


8 


32 


62 . 


7 
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2 
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1 8 Annl 
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Sequence 
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SCORE Search Results Details for Applicatioi 
10661366 and Search Result us-10-661-366 
5-closed-rapbm, 



Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Suqq 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6< 

5. closed. rapbm. 

start 

Go Back to p 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:35:38 ; Search time 63.6066 Seconds 

(without alignments) 
58.260 Million cell updates/sec 

Title : US-10-661-366-5 

Perfect score: 51 

Sequence: 1 HQWSSYPR 8 

Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 395127 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



Database : Published_Applications_AA_Main: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: 1 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: 1 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 51 100.0 8 5 US-10-661-366-5 Sequence 5, Appli 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
| 5-dosed.rapbn, 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
5. closed. rapbn. 

start 

Go Back to prev 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:36:48 ; Search time 10.0984 Seconds 

(without alignments) 
53.325 Million cell updates/sec 

Title: US-10-661-366-5 
Perfect score: 51 
Sequence: 1 HQWSSYPR 8 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 239914 seqs, 67312017 residues 

Total number of hits satisfying chosen parameters: 27373 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : Published__Applications_AA_New: * 

1: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB . pep : * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5: /EMC_Celerra__SIDS3/ptodata/2/pubpaa/PCT_NEW__PUB.pep:* 

6: /EMC_CelerrajSIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep: * 

7 : /EMC_CelerraJ5IDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : /EMC_CelerraJSIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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Sequence 
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Sequence 


11, Appl 
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6 
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Sequence 


16, Appl 
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Sequence 
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US-11-196-917A-120 


Sequence 


120, App 
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7 


US-11-356-823-3 


Sequence 


3, Appli 
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Sequence 


760, App 
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Sequence 


51, Appl 


60 


21 


41 


.2 


12 
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7500, Ap 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: August 9, 2006, 06:51:47 ; 



Search time 11.0164 Seconds 
(without alignments) 
69.872 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-10-661-366-5 
51 

1 HQWSSYPR 8 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



2523 



Database 



PIR_80:* 
pirl : * 
pir2 : * 
pir3:* 
pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


32 


62.7 


12 


2 


157678 


gene rPLP-A protei 


2 


25 


49.0 


10 


2 


H37196 


bradykinin-potenti 


3 


23 


45.1 


11 


2 


154193 


Rhesus blood group 


4 


23 


45.1 


13 


2 


A60379 


factor X activator 


5 


22 


43.1 


14 


2 


JH0328 


probursin tetradec 


6 


22 


43.1 


15 


2 


PH1366 


Ig heavy chain DJ 


7 


21 


41.2 


15 


2 


PA0036 


glycine cleavage s 


8 


20 


39.2 


10 


1 


A61126 


gonadoliberin - sp 
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9 


20 


39 .2 


10 


1 


RHAQ2 


rtnnaHftl ihpri n TT — 
yuiiauuiijjci x 1 1 xx 


10 


20 


39.2- 


10 


2 


R4 6030 

D1 Uu JU 


rtnnaHnl H Kpr i n TT — 
yuiiauuiiuci x± 


11 


20 


39.2 


10 


2 


A59272 


Denticle— N4 — (M-acet 


12 


20 


39.2 


10 


2 


T14212 


cytochrome— c oxida 


13 


20 


39.2 


15 


2 


167525 


CD33 anticren homol 


14 


20 


39 .2 


15 


2 


S29207 


avenin aanuna- 4 — o 


15 


19 


37.3 


8 


2 


JS0316 


1 eucok i n i n VT — Ma 


16 


19 


37 .3 


10 


2 


A49187 


oonadot roni n-rpl ea 


17 


19 


37 .3 


10 


2 


C4194 6 


j. ^cii icoc^LUi y a 


18 


18 


35 . 3 


10 


2 


B38887 

iJ J v U U / 


i. ocii x cocp L.UI yd 


19 


18 


35 . 3 


X c. 


0 
c 


O J vJ JL £ £ 


uype x ui\i\ in.cL.nyxc. 


20 


18 


35 . 3 


12 


2 


G64003 




21 


18 


35 . 3 


13 


2 


G37266 


xy ilea vy L-iidXil x 


22 


18 


35 . 3 


13 


2 


D37267 


xy ilea v y Liiain \* x 


23 


18 


35 . 3 


13 


2 


PH0928 


x wCXX ICLCpLUL JJC 


24 


18 


35.3 


14 


1 


BSTD 


homhesi n — rp-hp 


25 


18 


05.3 


14 


2 


B61235 


f ibrobl a st-activa t 


26 


18 


35 . 3 


15 


2 


S24159 


icufLULy lc ciao Ldoc 


27 


18 


35.3 


15 


2 


A49155 


va sofocin— =.<;<?nr , "i at - 


28 


18 

X u 


35 . 3 




? 

c. 


O J U 4 o 


^ 1 Vl 3 y** ^ /^v 1 m 7\ 1 1 

aipna-conocoxin /vu 


29 


18 


35 . 3 


15 


2 


PH1342 


Trr h^awv rhai n FliT 
J- y ilea v y uiicixii x/U 


30 


18 


35 . 3 


15 


2 


C8403S 

V U T IJ J J 


nypo Liic LiLa± pioue 


31 


17 


33 . 3 


9 


2 


S07204 


1 l t* r>ri n T — ZX 1 1 c +~ v a 
XXL-UxXil X — /iUSLia 


32 


17 


33 . 3 


10 


2 


A46030 

ni OU JU 


yonaaoiiDciin x 


33 


17 


33 . 3 


11 


2 


PQ0731 


uri i He^nt" i "f i p»H S *7/3 

UlllUCULliiCU J . / / o 


34 


17 


33.3 


12 


2 


PH1308 


la heavv chain DJ 


35 


17 


33.3 


13 


2 


S47358 


T-cell antigen jrec 


36 


17 


33 . 3 


13 


2 


S61798 


T 1 — o £a 1 1 — cr^^r*"! "P H c t" r* 

i. WCXX J^CLl ilU tl 


37 


17 


33 . 3 


13 


2 


A60409 


iJUllliJCOlll XXJvC LJcL/ L. 


38 


17 


33.3 


14 


1 


LFEBWC 


tr"D oDPron 1 padpr 


39 


17 


33.3 


14 


1 


LFEBWT 


trn ooeron leader 


40 


17 


33.3 


15 


2 


A47628 


Fc nam ma rpppntor 


41 


17 


33 . 3 


15 


2 


PH1365 

L III J U J 


Tff H«aa , \7 , \7 rha "i n Pl.T 
xy iicavy Liiain L/u 


42 


17 


33 . 3 


15 


2 


S33781 




43 


16 


31 . 4 


7 


2 


S36662 

U J V V V 


uciiuuipiiin \ iiy o / / 


44 


16 


31 . 4 


8 


2 


S66646 


cardi oarrpl pratnru 


45 


16 


31 . 4 


10 


2 


A60410 

AW v T X U 


JJCta ucuciiuuipiiJ.li 


46 


16 


31 . 4 


10 


2 


C39191 


Y\ vm o 1" p t "i r* s 1 rM^o't"^ 

1 iy p U ( — L Ua X px U LC 


47 


16 


31.4 


11 


2 


PT0273 


To heavv chain PRD 


48 


16 


31 . 4 


12 


2 


PT0274 


Tci he aw chain PRO 


49 


16 


31 . 4 


12 


2 


S29479 


h VDorhe t" i ca 1 nrnre 


50 


16 


31 . 4 


12 


2 


A61503 


3LCXUX LdXllCX piU 


51 


16 


31 . 4 


14 


2 


H64008 


h vn nfhpf "i r*A 1 nrof p 

Jfr LXwClX UXU L>C 


52 


16 


31 . 4 


15 


2 


PQ0174 


j Ly xai y xyuupx u ucx 


53 


16 


31 . 4 


15 


2 


PQ0175 


j uyxctx ^xyLupiULci 


54 


16 


31.4 


15 


2 


B56891 

i-J w v ^ -L 


rra TTima 9 nl S aHi n — 
y cmuiici y x x o ui 1 1 


55 


15 


29.4 


5 


2 




Ilia. J Ox piOtcin allLl 


56 


15 


29 . 4 


5 


2 


PT028 1 


Trr hoau\7 /~> V-> -j -j y\ CDn 

xg Heavy criain 


57 


15 


29 . 4 


5 


2 


PT0308 


Trr Vi^a\7\7 rhain CT3n 
xy nca v y uiiaxn \->r\Lt 


58 


15 


29.4 




2 


A3 12 63 


uxiiyuxuxuxa Lc xcuu 


59 


15 


29.4 


6 


2 


B31263 


Hi hvrirof nl a tp r^Hn 
uxuyuxuxuxa uc xcuu 


60 


15 


29 . 4 


6 


2 


PT0618 


T — rpl 1 rpcent~nr hp* 

X v> C J L X CLCU LUX UC 


61 


15 


29.4 


7 


2 


PC2132 


FMRFami de — rel at"erJ 

j- i x±\ x aiuxv>ic x ^ .x a LCN^i 


62 


15 


29.4 


8 


2 


A38887 


T— eel 1 rprpntor na 
x \*> c x j_ jicuc^uwi y a 


63 


15 


29.4 


8 


2 


A59495 


Vehicle a^^ori afprl 


64 


15 


29.4 


8 


2 


A23967 


leucoDvrokinin — M 


65 


15 


29.4 


9 


2 


S36850 


Ig heavy chain V r 


66 


15 


29.4 


9 


2 


A28924 


f ructose-bisphosph 


67 


15 


29.4 


10 


1 


XAVI6B 


angiotensin-conver 


68 


15 


29.4 


10 


1 


RHPGG 


gonadoliberin - pi 


69 


15 


29.4 


10 


1 


RHSHG 


gonadoliberin - sh 
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| 10661366 and Search Result us-10-661-366- 
| 5-closed-rup. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-5. closed, rup. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 06:40:52 ; Search time 89.1803 Seconds 

(without alignments) 
82.979 Million cell updates/sec 

Title: US-10-661-366-5 

Perfect score: 51 

Sequence: .1 HQWSSYPR 8 

Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0 . 5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 8966 



Minimum DB seq length: 0 
Maximum DB seq length: 15 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : UniProt_7 . 2 : * . 

1: uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


32 


62 


.7 


12 


2 


Q80Y04_9MURI 


Q80y04 rattus sp. 


2 


26 


51 


.0 


14 


2 


Q71H36_9HYME 


Q71h36 andrena bar 


3 


25 


49 


.0 


10 


1 


BPP8_B0TIN 


P30426 bothrops in 


4 


25 


49 


.0 


13 


1 


BOML1 BOMVA 


P84212 bombina var 
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5 


24 


47 . 


, 1 


10 


2 


015342 HUMAN 


Q15342 


homo saDien 


6 


24 


47 . 


, l 


11 


2 


06UZ5 5 _ 9CAEN 


06uz55 




7 


24 


47 . 


1 


13 


2 


016392 HUMAN 


Q16392 


homo saoien 


8 


23 


45. 


, 1 


13 


2 


07LZ24 VIPAS 


Q71z24 


vioera asoi 

V k«/ W X. U t* w «U 


9 


22 


43. 


1 


8 


2 


Q8GTG5~ LYCES 


08ata5 


lvconprsi co 

^ y w %y ky w x. »j ^» w 


10 


22 


43. 


1 


10 


1 


GON1 CHE PR 


P80677 


chel vnsoma • 

n-^ iiw y w o w ah cx 


11 


22 


43. 


1 


12 


2 


Q4W3Tl 9LECA 


Q4w371 


doli phousne 

VX w ^ -X. O X X^y wX ^ X A w 


12 


22 


43. 


1 


14 


2 


Q7M2Q3~BOVIN 


Q7m2q3 


bos taurus 


13 


22 


43. 


1 


15 


2 


Q91PD8 9RHAB 


Q91pd8 


rabies viru 


14 


22 


43. 


1 


15 


2 


Q91PE5 9RHAB 


Q91pe5 


rabies viru 


15 


22 


43. 


1 


15 


2 


091PF4 9RHAB 


Q91pf 4 


rabi e<? vi ru 


16 


21.5 


42 . 


2 


10 


2 


Q94VD5~VAROL 


Q94vd5 


varanus oli 

V wX X, CX X X wX w -L. -X. 


17 


21. 5 


42. 


2 


12 


2 


Q683W7~HUMAN 


Q683w7 


homo sapien 


18 


21 


41. 


2 


8 


2 


Q53SB0 HUMAN 


Q53sb0 


homo saoien 


19 


21 


41 . 


2 


8 


2 


P7 994 0 _ XENLA 


P79940 


xpnonii^ 1 

Acuupu J J- d ~ 


20 


21 


41 . 


2 


10 


1 


CWP26 LYCES 


P80822 


1 vronprsi ro 

X y ^ ti- «3 -i- w v 


21 


21 


41 . 


2 


14 


2 


Q2MHR3 ECOLI 


02mhr3 

Cm XIL X X X. •w' 


espheri nhi a 


22 


21 


41 . 


2 


15 


2 


O7M1X0 ARATH 


07ml xO 

^ / ill X A. \J 


Q J- auxuujjili 


23 


21 


41 . 


2 


15 


2 


090VF8 9MURI 


09rrvffi 

^ VJ^ V J. o 




24 


20 


39 . 


2 


8 


2 


094VA7 9SAUR 


O 9 4 va 7 


ua rannc c a 1 
vai aiiui o ct-L 


25 


20 


39 . 


2 


8 


2 


Q94VB2~9SAUR 


Q94vb2 


varanus cal 


26 


20 


39 . 


2 


8 


2 


Q94VB5 9SAUR 


094vb5 


varanus sal 


27 


20 


39 . 


2 


9 


1 


SC40 TITCA 


P84 683 


titvus pamh 


28 


20 


39 . 


2 


9 


2 


Q6XFV2 9PASE 


Q6xf v2 


nectari ni a 


29 


20 


39 . 


2 


9 


2 


Q6XFW1 9PASE 


06xfwl 


neprari ni a 

llCV^ C-CiJL JL 1 1 JL Q 


30 


20 


39 . 


2 


9 


2 


Q94VC6 9SAUR 


O 9 4 vc 6 


varanus ni 1 

Vul ullUi} K/JLJL 


31 


20 


39 . 


2 


10 


1 


GON2 ALLMI 


P6807 


a1 1 i rfflhnr in 

CIJ — LXy u L.UI 111 


32 


20 


39 . 


2 


10 


1 


GON2 CHICK 


rr \j o vj / £. 


y ci _l _l ui o ijaii 


33 


20 


39 . 


2 


10 


1 


GON2 CLUPA 


P68075 

XT \J \J \J 1 %J 


r*l i moo na 1 1 

vXU^Ca X JL 


34 


20 


39 . 


2 


10 


1 


G0N2~ HYDCO 


P68076 


hvHrnl anus 


35 


20 


39. 


2 


10 


1 


G0N2~SQUAC 


P68074 


squalus aca 


36 


20 


39 . 


2 


10 


1 


SC66 TITCA 


P84693 


titvus camb 


37 


20 


39 . 


2 


10 


2 


P927 62 UROAC 


P92762 


ui vJiuciij l y a d 


38 


20 


39. 


2 


10 


2 


Q6XFW8~9PASE 


Q6xf w8 


aethopyga b 


39 


20 


39. 


2 


10 


2 


Q9TFU9 9SAUR 


Q9tfu9 


t"pra fociri ti c 

\~ C X. d UWOL/XllL/ 


40 


20 


39. 


2 


12 


2 


Q2QKX7 9HEMI 


02akx7 


anhtharcrel i 


41 


20 


39 . 


2 


12 


2 


08CFD7 9MURI 


Dftr f H7 


r* a 1" 1 1 1 e: cn 

JL d L. L. LJ. Z> jp . 


42 


20 


39. 


2 


13 


2 


0188 90 ATEBE 


O18890 


afpl f± o 1 "7 

QLCXCJ JJC X L 


43 


20 


39. 


2 


15 


2 


Q7M0G8~9MURI 


O7m0a8 

\^ » All v V4 v 


mus so cd3 


44 


19 


37 . 


3 


8 


1 


LCK4 LEUMA 


P21143 


leucoohaea 


45 


19 


37 . 


3 


8 


1 


LCK6 _ LEUMA 


P19988 


leucoohaea 


46 


19 


37 . 


3 


8 


2 


085406 COXBU 


085406 


coxiella bu 


47 


19 


37 . 


3 


9 


1 


PVK2 SARBU 


P84353 


sarcoDhacra 


48 


19 


37 . 


3 


10 


1 


G0N3 PETMA 


P3.0 94 8 


pc l. j. winy 


49 


19 


37 . 


3 


10 


2 


05SDZ6 9EMBE 


OSsd7 6 


1 rn cni r>rf 


50 


19 


37 . 


3 


11 


1 


PVK3 DERVE 


P84 663 


cieror"al vmma 

UC X. \J \^ Cl JL ILLLILO. 


51 


19 


37 . 


3 


11 


2 


04YES8 PLABE 


Q4 yes 8 


r>l asmriHi um 
pxa jiiiwui Lull 


52 


19 


37. 


3 


11 


2 


Q800X7~CHESE 


0800x7 


chelvdra se 


53 


19 


37 . 


3 


12 


2 


05FBL6 9ROSI 


05f bl6 


hi hi Qnie m r> 
iixux o L- uo ilia 


54 


19 


37 . 


3 


12 


2 


Q5FBL8 _ 9R0SI 


05fbl8 


hibiscus ha 


55 


19 


37 . 


3 


12 


2 


05FBP4 9ROSI 


OS f bn4 


hihi orne -hi 


56 


19 


37 . 


3 


12 


2 


05 FBR0~"9ROS I 

V* ^ X. Xvl\ w y i\VU X 


O5fbr0 


hibi scus ni 


57 


19 


37 . 


3 


13 


2 


Q6URV3~ SORBI 


06urv3 


sorohum bic 


58 


19 


37 . 


3 


13 


2 


Q7TMB4 MOUSE 


07 tmb4 


mus mnscnlu 

111 VX O lUUD^UXU 


59 


19 


37 . 


3 


13 


2 


Q9QW04~9MURI 


O9aw04 


mus so ol 


60 


19 


37. 


3 


14 


1 


CWP27 TOBAC 


P82435 


nicotiana t 


61 


19 


37. 


3 


14 


1 


TAT_HV1Z8 


P12511 


human immun 


62 


19 


37. 


3 


14 


2 


Q99902_HUMAN 


Q99902 


homo sapien 


63 


19 


37. 


3 


14 


2 


Q2MHS2_RHOCA 


Q2mhs2 


rhodobacter 


64 


19 


37. 


3 


15 


1 


CX3B_C0NQU 


P58842 


conus querc 


65 


19 


37. 


3 


15 


1 


UC14_MAIZE 


P80620 


zea mays (m 
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Score Home Retrieve Application SCORE System SCORE Comments / 
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This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 
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start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 07:45:18 ; Search time 20.2048 Seconds 

(without alignments) 
181.033 Million cell updates/sec 



Title: US-10-661-366-5 

Perfect score: 51 

Sequence: 1 HQWSSYPR 8 

Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 2589679 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : A_Geneseq_8 : * 

1: geneseqpl980s:* 
2: geneseqpl990s:* 
3: geneseqp2000s:* 
4: geneseqp2001s : * 
5: geneseqp2002s : * 
6 : geneseqp2003as : * 
7: geneseqp2003bs : * 
8 : geneseqp2004s : * 
9 : geneseqp2005s : * 
10: geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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% 

Result Query 



No . 


Score 


Match 


Lpnoth 


DB 


ID 


Description 


1 


51 


100 . 0 


3 


9 


ADY7 SI 70 

X / J X / U 


Ady7517 0 


Antibody 


2 


51 


100.0 


107 


9 


ADY75167 


Ady75167 


Antibody 


3 


46 


90.2 


8 


2 


AAR25957 


Aar25957 


ICAM-1 in 


4 


46 


90.2 


9 


8 


ADE25810 


Ade25810 


Anti-alph 


5 


4 6 


90 . 2 


9 


Q 

z> 


AFA44 0S1 


Aea44051 


Anti-TPO 


6 


46 


90 . 2 


100 


2 


AAR07 31 9 


Aar07319 


VK domain 


7 


46 


90.2 


100 


2 


AAW14487 


Aawl4487 


Monoclona 


8 


46 


90 . 2 


100 


2 


AAR 9987 6 


Aar99876 


Monoclona 


9 


46 


90 . 2 


102 


4 


AAB622 64 


Aab62264 


Light cha 


10 


46 


90 . 2 


106 


8 


ADU39 964 


Adu39964 


Antibody 


11 


4 6 


90 . 2 


106 


9 


AFRl 2 S4 4 


Aebl2544 


Antibody 


12 


46 


90.2 


106 


9 


AEB12558 


Aebl2558 


Humanized 


13 


46 


90 . 2 


108 


8 


ADE25837 


Ade25837 


Anti-alph 


14 


46 


90 . 2 


108 


9 


AEA8 9 8 05 


Aea89805 


Antibody 


15 


4 6 


90 . 2 


108 

X U O 


Q 

-7 


AFA44D9R 


Aea44098 


Anti-TPO 


16 


4 6 

" U 


90 . 2 


110 


2 


AAR 3fi 1 4 7 


Aar30147 


431/26 VK 


17 


46 


90 . 2 


113 


4 


AAB48 936 


Aab4 8 93 6 


Anti-TrkA 


18 


4 6 


90 . 2 


122 


2 


AAR 2 S 9 SR 


Aar25958 


ICAM-1 in 


19 


4 6 


90 . 2 


213 


2 


AAWO 4 301 


Aaw04301 


Antibody 


20 


4 6 


90 . 2 


255 


3 


nnqi 4 op 2 


Adsl4282 


Murine pr 


21 


46 


90 . 2 


295 


4 


AAR48 934 


Aab48934 


Anti-TrkA 


22 


46 


90 . 2 


519 


8 


ADS14288 


Adsl4288 


Murine pr 


23 


4 6 


90 . 2 


909 


2 


AAR50 0 92 


Aar50092 


Humanised 


24 


43 


84 . 3 


9 


8 


ADE25811 


Ade25811 


Anti-alph 


25 


43 


84 . 3 


107 


2 


AAR88 1 1 0 


Aar88110 


Murine an 


26 


43 


84 . 3 


108 


8 


ADE258 38 


Ade25838 


Anti-alph 


27 


4 3 


84 . 3 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 08:17:00 ; Search time 5.26962 Seconds 

(without alignments) 
132.883 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-661-366-5 
51 

1 HQWSSYPR 8 



Scoring table: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 



650591 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : Issued_Patents_AA: * 

1: /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : /EMC_Celerra_SIDS3 

4 : /EMC_Celerra_SIDS3 

5 : /EMC_Celerra_SIDS3 

6 : /EMC_Celerra_SIDS3 

7: /EMC Celerra SIDS3 



/ptodata/2/iaa/5_COMB . pep : * 
/ptodata/2/iaa/6_COMB . pep : * 
/ptodata/2/iaa/7_COMB . pep : * 
/ptodata/2/iaa/H_COMB . pep : * 
/ptodata/2/iaa/PCTUS_COMB . pep : 
/ptodata/2/iaa/RE_COMB . pep : * 
/ptodata/2/iaa/backf ilesl .pep: 



Pred. No. is the number of results predicted by chance to have a 

score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 46 90.2 100 1 US-08-308-494A-15 Sequence 15, Appl 

2 46 90.2 110 2 US-09-343-698-8 Sequence 8, Appli 
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1 10661366 and Search Result us-10-661-366-5.ra 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
S.rapbm. 

start 

Go Back to pn 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 
Title: 

Perfect score: 
Sequence : 

Scoring table: 
Searched: 



August 9, 2006, 09:01:05 ; Search time 17.1195 Seconds 

(without alignments) 
216.462 Million cell updates/sec 

US-10-661-366-5 
51 

1 HQWSSYPR 8 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 

2097797 seqs, 463214858 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2097797 



Post-processing: 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 1000 summaries 

Published_Applications_AA_Main : * 



/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 
/EMC_CelerraJ3IDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:^ 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pepr 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



Score 



% 

Query 

Match Length DB 



SUMMARIES 



ID 



Description 



1 51 100.0 8 5 US-10-661-366-5 

2 51 100.0 107 5 US-10-661-366-2 

3 46 90.2 9 5 US-10-507-662-17 



Sequence 5, Appli 
Sequence 2, Appli 
Sequence 17, Appl 
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7 9 Annl 
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US- 10 -632-706-75 

UiJ XV \J C fVV /V 
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7 S Annl 


34 


38 
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US- 10-4 61-878-9 
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9 Annl i 
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14 Ann! 
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38 
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XV T V X VVV — ' 


Q p m ipnrp 


Q Ann! i 


37 


38 
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VkJ XV V^rV X «-/ J ( 


cj £3 m ipnrp 


4 7 Ann! 


38 


38 
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108 




nq- 1 1-097-817-39 

VO XX \J Z7 1 OX^. «_) _7 
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7 q Arvn.1 

O ZJ f XT.LJ£J x 


39 


38 


74 
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V»J V -> x ~ — u u u / ^ 


S p m ipnrp 


7 9 Annl 


40 


38 


74 


. 5 
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VfcJ V S XTT U U u X 




91 Annl 

ZJ X / /"V^J kJ X 
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38 
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tJCU VJ CI iwc 
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74 
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74 
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Q p cf\ ipnrp 
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54 


38 


74 


. 5 


128 


3 


US-09-772-1 03-8 
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US-10-437-963-141584 
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S ecru en 
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Cm ^ f XT.k>^-J X 
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US- 10- 98 6-08 9A- 2 8 
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»J w VJ 


2 8 Annl 
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38 


74 
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» v 
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V»J Xv *iv/ -? vJ -J X D O X V J 
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1 68 1 6S 

X D O X D D f 
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74 
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6 


US-11-056-776-2 


Seauence 


9, ADDli 

^ *tM k>* JL JL 
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38 


74 


.5 
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6 


US-11-056-776-3 


Sequence 


3, Appli 
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38 


74 


.5 


242 


4 


US-10-259-087A-20 


Sequence 


20, Appl 


62 


38 


74 


.5 


242 


4 


US-10-689-006-20 


Sequence 


20, Appl 


63 


38 


74 


.5 


364 


4 


US-10-424-599-265801 


Sequence 


265801, 


64 


38 


74 
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497 


6 


US-11-096-568A-28080 


Sequence 


28080/ A 
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Go Back to previc 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



August 9, 2006, 09:02:15 



• Search time 2.62116 Seconds 
(without alignments) 
205.442 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-661-366-5 
51 

1 HQWSSYPR 8 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 239914 seqs, 67312017 residues 

Total number of hits satisfying chosen parameters: 239914 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : Published_Applications_AA__New: * 

1: /EMC_CelerraJ5IDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

4 : /EMCj:elerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/piibpaa/USll_NEW_PUB.pep: * 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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4 6, Appl 
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Sequence 
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74. 
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Sequence 


8, Appli 
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38 


74. 


5 
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403-14708 


Sequence 


14708, A 


8 


38 


74. 


5 


130 


6 


us- 


10- 


449- 


902-41821 


Sequence 


41821, A 
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38 


74. 
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242 
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us- 


11- 


183- 


325-20 


Sequence 


20, Appl 
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74. 
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6 
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10- 


953- 


349-12015 


Sequence 


12015, A 
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249 
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10- 


953- 


349-12014 


Sequence 


12014, A 
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74. 


5 
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Sequence 
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Sequence 
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Sequence 
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Sequence 
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Sequence 
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355B-24422 


Sequence 


24422, A 
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Sequence 
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Sequence 


75394, A 
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Sequence 


70241, A 
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Sequence 
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Sequence 
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Sequence 
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Sequence 
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Sequence 
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Sequence 
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Sequence 
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Sequence 


11374, A 
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Sequence 


35315, A 
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Sequence 


51176, A 
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902-29192 


Sequence 


29192, A 
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6 


us- 
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449- 


902-30835 


Sequence 


30835, A 
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70. 
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355B-75882 


Sequence 


75882, A 
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Sequence 


75881, A 
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355B-75880 


Sequence 


75880, A 
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502- 
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Sequence 


52, Appl 


42 


35 
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073-3 


Sequence 


3, Appli 
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Sequence 


2, Appli 
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953- 


349-6739 


Sequence 


6739, Ap 
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Sequence 


6738, Ap 
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Sequence 


3384, Ap 
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7 


us- 


11- 
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Sequence 
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Sequence 
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Sequence 


117959, 
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355B-76965 


Sequence 


76965, A 
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Sequence 
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Sequence 


117958, 
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Sequence 


23794, A 
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23062, A 
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A;Cross-references: UNIPROT:053916; UNIPARC:UPIO0OOOD3BO2; GB:AL022002; GB:AL123456; 
HQWSSYPR 8 |||: 1 1 Db 95 HQWAGNPR 102 RESULT 29 S76039 probable dihydroorotate oxidase (I 
Hosouchi, T.; Matsuno, A.; Muraki, A.; Nakazaki, N.; Naruo, K.; Okumura, S.; Shimpo, S.; Takeucl 
A;Molecule type: DNA A;Residues: 1-87 A;Cross-references: UNIPROT:P74782; UNIPARC:UPI00OO 
EMBL Data Library, June 1996 C;Genetics: A;Gene: pyrD C;Superfamily: dihydroorotate oxidase C; 
C;Accession: G89822 R;Kuroda, M.; Ohta, T.; Uchiyama, L; Baba, T.; Yuzawa, H.; Kobayashi, L; ( 
meticillin-resistant Stapylococcus aureus. A;Reference number: A89758; MUID:21311952; PMID:1 
Mismatches 2; Indels 0; Gaps 0; Qy 1 HQWSSYP 7 | 1 1 1 1 Db 163 HLWSGYP 169 RESULT 31 T3475 
A;Residues: 1-420 A; Cross-references: UNIPROT:086565; UNIPARC:UPI000012B87C; EMBL:AL03: 
hydroxymethyltransferase (EC 2.1.2.1) glyA2 - Mycobacterium tuberculosis (strain H37RV) C;Spec 
J.; Moule, S.; Murphy, L.; Oliver, S.; Osborne, J.; Quail, M.A.; Rajandream, M.A.; Rogers, J.; Rutte 
A;Cross-references: UNIPROT:053615; UNIPARC:UPI000012B4E6; GB:AL021428; GB:AL123456; I 
Conservative 1; Mismatches 0; Indels 0; Gaps 0; Qy 3 WSSYPR 8 ||:||| Db 175 WSAYPR 180 RESL 
Feltwell, T.; Fraser, A.; Hamlin, N.; Holroyd, S.; Hornsby, T.; Jagels, K.; Lacroix, C; Maclean, J.; h 
DNA A;Residues: 1-426 A; Cross-references: UNIPROT:Q9X794; UNIPARC:UPI000012B870; GB:AL* 
H37RV) N;Alternate names: serine hydroxymethyltransferase C;Species: Mycobacterium tuberculo: 
Oliver, S.; Osborne, J.; Quail, M.A.; Rajandream, M.A.; Rogers, J.; Rutter, S.; Seeger, K.; Skelton, 
A;Cross-references: UNIPROT:053441; UNIPARC:UPI00001135C7; GB:AL021897; GB:AL123456; I 
Conservative 1; Mismatches 0; Indels 0; Gaps 0; Qy 3 WSSYPR 8 ||:||| Db 172 WSAYPR 177 RESL 
Mewes, H.W.; Rudd, S.; Lemcke, K.; Mayer, K.F.X. submitted to the Protein Sequence Database, |v 
475/Domain: cytochrome P450 homology F;453/Binding site: heme iron (Cys) (axial ligand) #statt 
C; Accession: F96741 R;Theologis, A.; Ecker, J.R.; Palm, C.J.; Federspiel, N.A.; Kaul, S.; White, O.; 
Kim, CJ.; Koo, H.L.; Kremenetskaia, I.; Kurtz, D.B.; Kwan, A.; Lam, B.; Langin-Hooper, S.; Lee, A 
Wu, D.; Yu, G.; Fraser, CM.; Venter, J.C.; Davis, R.W. A;Title: Sequence and analysis of chromosc 
DB 2; Length 512; Best Local Similarity 83.3%; Pred. No. 1.2e+02; Matches 5; Conservative 1; Mi 
Jablonski, L.; Larsen, N.; D'Souza, M.; Bernal, A.; Mazur, M.; Goltsman, E.; Selkov, E.; Elzer, P.H.; 
PID:gl7983469; GSPDB:GN00190 A; Experimental source: strain 16M C;Genetics: A;Gene: BMEI1< 
magnesium (His) (shared with chain II) #status predicted F;414/Binding site: heme a3 iron (His) ( 
#text_change 09-Jul-2004 C;Accession: AB2671 R;Wood, D.W.; Setubal, J.C.; Kaul, R.; Monks, D. 
M.; Krespan, W.; Perry, M.; Gordon-Kamm, B.; Liao, L.; Kim, S.; Hendrick, C; Zhao, Z.; Dolan, M. 
source: strain C58 (Dupont) C;Genetics: A;Gene: coxA A;Map position: circular chromosome C;Su| 
#status predicted F;434/Binding site: heme a3 iron (His) (axial ligand) #status predicted Query Mc 
Chapman, T.C.; Christner, C.E.; Deal, CD.; de la Hoz, D.M.; Gentry, M.K.; Ogert, R.A.; Rush, R.S. 
J.D.; Rosenberry, T.L. J. Biol. Chem. 266, 7481-7487, 1991 A;Title: Bovine brain acetylcholinesten 
UNIPARC:UPI00001758E1; UNIPARC:UPI00001758E2; UNIPARC:UPI00001758E3; UNIPARC:UPI00 
bovine acetylcholinesterase. A;Reference number: A91370; MUID:87080761; PMID:3792544 A;Aa 
35; DB 2; Length 583; Best Local Similarity 83.3%; Pred. No. 1.4e+02; Matches 5; Conservative 1 
adult rabbit tissues and during development. A;Reference number: S48724; MUID:95010096; PMII 
559 HRWSSY 564 RESULT 41 ACRYE acetylcholinesterase (EC 3.1.1.7) precursor, US form [valida 
structure of Torpedo californica acetylcholinesterase deduced from its cDNA sequence. A; Reference 
K.; Taylor, S.S.; Friedmann, T.; Taylor, P. Fed. Proc. 45, 2976-2981, 1986 A;Title: Primary structu 
acetylcholinesterase. A;Reference number: A92701; MUID:89066695; PMID:3198606 A;Accession: 
Chem. 260, 12185-12189, 1985 A;Title: Primary structures of the catalytic subunits from two mole 
acetylcholinesterase from Torpedo and from cobra venom. A;Reference number: A41117; MUID:9J 
PS0113; MUID:90166618; PMID:2306366 A;Accession: S15677 A;Status: preliminary A;Molecule t 
1991 A;Reference number: A50061; PDB:1ACE A;Contents: annotation; X-ray crystallography, 2.8 
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5.6S form C;Comment: Synapses usually contain this US (asymmetric) form of cholinesterase wit 
cholinesterase; cholinesterase homology C;Keywords: alternative splicing; carboxylic ester hydrola 
F;221/Active site: Ser #status experimental F;348 / 461/Active site: Glu, His #status predicted F;42 
electric ray) C;Date: 23-Apr-1993 #sequence_revision 15-Nov-1996 #text_change 09-Jul-2004 C; 
acetylcholinesterase: primary structure of the precursor of a catalytic subunit; existence of multiple 
acetylcholinesterase transcripts in Torpedo electric organ; primary structure of the precursor of the 
of low-salt-soluble and detergent-soluble amphiphilic dimers of Torpedo acetylcholinesterase. Com| 
splicing; carboxylic ester hydrolase; glycoprotein; neurotransmitter degradation; synapse F;l-24/C 
Similarity 83.3%; Pred. No. 1.4e+02; Matches 5; Conservative 1; Mismatches 0; Indels 0; Gaps 0; 
U.S.A. 87, 9688-9692, 1990 A;Title: Molecular cloning and construction of the coding region for hu 
alternative splicing should occur in the region 5' to ABGACHE so this sequence should represent an 
415/Y^417/X^419; , X^421-422;'XX^467-468/DV^471-472/X^474-477/X , / 479-480; , X , / 529-530/Y , 
C;Keywords: alternative splicing; carboxylic ester hydrolase; glycoprotein; phosphatidylinositol link 
C;Accession: JH0314 R;Rachinsky, T.L.; Camp, S.; Li, Y.; Ekstroem, T.J.; Newton, M.; Taylor, P. N< 
cholinesterase homology C;Keywords: carboxylic ester hydrolase; glycoprotein; membrane protein 
Similarity 83.3%; Pred. No. 1.4e+02; Matches 5; Conservative 1; Mismatches 0; Indels 0; Gaps 0; 
multiple molecular forms and complementarity with a Torpedo collagenic subunit. A; Reference nurr 
hydrolase; glycoprotein; membrane protein; muscle; nerve; neurotransmitter degradation; synaps 
1.4e+02; Matches 5; Conservative 1; Mismatches 0; Indels 0; Gaps 0; Qy 1 HQWSSY 6 |:|||| Db I 
PMID:8049273 A;Accession: S47639 A;Molecule type: mRNA A;Residues: 1-767 A;Cross-reference 
Pyrococcus kodakaraensis C;Species: Pyrococcus kodakaraensis C;Date: 21-Jan-2000 #sequence_ 
translated from GB/EMBL/DDBJ A;Molecule type: DNA A;Residues: 1-1215 A;Cross-references: UN 
Mar-1990 #sequence_revision 09-Mar-1990 #text_change 21-Jan-2000 C;Accession: D33730 R;Lc 
UNIPARC:UPI00001767EE C;Superfamily: immunoglobulin V region; immunoglobulin homology C;\ 
#text_change 09-Jul-2004 C;Accession: A01943 R;Kwan, S.P.; Max, E.E.; Seidman, J.G.; Leder, P 
protein, in which there is a deletion of two amino acids at the V-J recombination site (after position 
immunoglobulin V region; immunoglobulin homology C;Keywords: heterotetramer F;l-22/Domain: 
pernix (strain Kl) C;Species: Aeropyrum pernix C;Date: 20-Aug-1999 #sequence__revision 20-Aug 
1999 A;Title: Complete genome sequence of an aerobic hyper-thermophilic Crenarchaeon, Aeropyr 
83.3%; Pred. No. 48; Matches 5; Conservative 1; Mismatches 0; Indels 0; Gaps 0; Qy 3 WSSYPR I 
S12097; MUID:91045080; PMID:2235496 A;Accession: S12097 A;Status: preliminary A;Molecule 1 
Chlamydophila pneumoniae, Chlamydia pneumoniae C;Date: 02-Mar-2001 #sequence_revision 02- 
195 A;Cross-references: UNIPROT:Q9Z8B8; UNIPARC:UPI00000D41BE; GB:BA000008; NID:g897£ 
pneumoniae (strains CWL029 and AR39) N;Alternate names: ct276 hypothetical protein C;Species: 
A;Accession: C72081 A;Status: preliminary A;Molecule type: DNA A;Residues: 1-195 A;Cross-refei 
Salzberg, S.L.; Eisen, J.; Fraser, CM. Nucleic Acids Res. 28, 1397-1406, 2000 A;Title: Genome sec 
CPn0425; CP0328 C;Superfamily: conserved hypothetical protein TC0548 Query Match 66.7%; Sec 
1986 A;Title: Isolation of a novel prolactin-like cDNA clone from developing rat placenta. A;Referer 
83.3%; Pred. No. 82; Matches 5; Conservative 1; Mismatches 0; Indels 0; Gaps 0; Qy 1 HQWSSY 
number: S47351 A;Accession: S47352 A;Status: preliminary A;Molecule type: mRNA A;Residues: 
C;Date: 24-May-2001 #sequence_revision 24-May-2001 #text_change 09-Jul-2004 C;Accession: F 
references: UNIPROT:Q98PQ7; UNIPARC:UPI00000C80E8; GB:AL445566; PID:gl4090077; PIDN:C 
1995 #sequence_revision 06-Jan-1995 #text_change 09-Jul-2004 C;Accession: S47351 R;Keiper, 
DB 2; Length 237; Best Local Similarity 83.3%; Pred. No. 85; Matches 5; Conservative 0; Mismatc 
Chillingworth, T.; Connor, R.; Davies, R.M.; Devlin, K.; Duthoy, S.; Feltwell, T.; Fraser, A.; Hamlin. 
PMID:11234002 A;Accession: C87192 A;Status: preliminary A;Molecule type: DNA A;Residues: 1-: 
T41335 hypothetical protein SPCC364.01 - fission yeast (Schizosaccharomyces pombe) C;Species: 
UNIPARC:UPI0000069F29; EMBL:AL022243; PIDN:CAA18283.1; GSPDB:GN00067; SPDB:SPCC36' 
glucosyltransferase I (EC 2.4.1.58) - Salmonella enterica subsp. enterica serovar Typhi (strain CT1 
Davis, P.; Davies, R.M.; Dowd, L.; White, N.; Farrar, J.; Feltwell, T.; Hamlin, N.; Haque, A.; Hien, " 
type: DNA A;Residues: 1-336 A; Cross-references: UNIPARC:UPI000005A6FB; GB:AL513382; PIDN 
galactosyltransferase (EC 2.4.1.44) - Salmonella enterica subsp. enterica serovar Typhi (strain CT1 
A.; Davis, P.; Davies, R.M.; Dowd, L.; White, N.; Farrar, J.; Feltwell, T.; Hamlin, N.; Haque, A.; Hie 
A;Molecule type: DNA A;Residues: 1-337 A; Cross-references: UNIPARC:UPI000005A6FA; GB:AL51 
protein APE2382 - Aeropyrum pernix (strain Kl) C;Species: Aeropyrum pernix C;Date: 20-Aug-19? 
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This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:46:18 / Search time 24.1911. Seconds 

(without alignments) 
305.902 Million cell updates/sec 

Title: US-10-661-366-5 
Perfect score: 51 
Sequence: 1 HQWSSYPR 8 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1: uniprot_sprot : * 
2: uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 06:40:12 ; Search time 92.9508 Seconds 

(without alignments) 
49.189 Million cell updates/sec 

Title: US-10-661-366-6 

Perfect score: 54 

Sequence: 1 GYTFTSQDIN 10 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 837128 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



Database : A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s: * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s : * / 

9: geneseqp2005s : * 

10: geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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10661366 and Search Result us-10-661-366- 

6. closed. rai. 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-6. closed. rai. 

start 

Go Back to previous pa 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:02:53 / Search time 24.5902 Seconds 

(without alignments) 
35.596 Million cell updates/sec 

Title: US-10- 661-366-6 

Perfect score: 54 

Sequence: 1 GYTFTSQDIN 10 

Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 249102 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : Issued Patents AA: * 



/EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

/EMC_CelerraJ3IDS3/ptodata/2/iaa/6_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep:* 

/EMC_CelerraJSIDS3/ptodata/2/iaa/H_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/RE_C0MB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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SCORE Search Results Details for Applicatior 
10661366 and Search Result us-10-661-366 
I 6-closed-rapbm, 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6< 

6. closed, rapbm. 

start 

Go Back to pn 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 



August 9, 2006, 07:35:38 ; Search time 79.5082 Seconds 

(without alignments) 
58.260 Million cell updates/sec 

US-10-661-366-6 
54 

1 GYTFTSQDIN 10 



Scoring table : BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2097797 seqs, 463214858 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



395127 



Database 



Published_Applications_AA_Main: * 

1: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

4 : /EMC_CelerrajSIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 
Sequence 6, Appli 



54 100.0 



10 5 US-10-661-366-6 
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UO XU 400 4270 X000 


sequence 


1 866 An. 
XOOO/ H.p 


4 4 

1 1 


77 

o o 


61 

U X 


1 

• X 


1 1 
X o 


4 


US-1 0-468-496-1 867 

UO XU t DO 4 27 O XOO/ 




XOO// "P 


4 5 

4 O 


7 7 
o o 


61 

U X 


1 

• X 


1 1 

X o 


4 


US-1 0-468-496-1 868 

UO XU lOO *l 27 O XOOO 


o rri ipnrp 

OCLJU.CilV^.C 


18 68 An 
XOOO/ <"P 


4 6 
4 o 


77 

O O 


61 

O X 


1 

. X 


1 ^ 

X o 


4 


US-1 0-468-496-1 976 

UO XU t OO *i 27 O X 23 O O 


c a /-ri i o n r p 
OCtJjUCIlL.t: 


197 6 An 

X 27 O O / rip 


4 7 
4 1 


7 7 

o o 


6 1 
O X 


1 

• X 


1 1 
X o 


4 
4 


US- 1 0-468—496-1 977 
UO XU 400 4270~X270 / 


oequence 


1 977 An 

X 27 O / / •"P 


4 O 


7 "3 


6 T 
0 x 


1 

• 1 


1 ^ 
X o 


4 
4 


TTC— 1 O — 4 £9 — 4 Q £— 1 Q7P 
UO XU 400 4270 X2700 


oequence 


1 Q 7 P fin 
X 27 O 0 / M.p 


4 9 

i 27 


72 

O 


S Q 

J -7 


• o 


1 n 

x vj 


-3 
>3 


Uc -09-900-^90-74 

UO U 27 27 UU O 27 U O *i 


OCVjUCIJLC 


74 Annl 

0 1/ ripp X 


RO 
J u 


19 
o 




. o 


i n 

x vj 


4 


US-1 0-1 60-R06-1 

UO XU XOU OUO X 


Sprrn pnr p 
ocquciiu c 


1 Annl t 
x / rvp UX X 


U X 


19 

O £. 




-3 
• O 


i n 

x vj 


4 


US-1 0-70^-271 - 74 

UO XU OUO £. O X O *i 


oevj^uciiv^e 


74 Annl 

0 1/ ripp± 


^ 2 


72 


•3 27 




i n 


4 


TTS-1 0-467-847-74 
UO XU 40o D4/""o4 


Qpmi on r* p 
OcCJU CI1L.C 


7 4 flnnl 
0 4/ ripp X 


S7 
■J O 


32 


59 


. 3 


i n 

x vj 


4 


TiQ-1 0-624-1 S7-1 9 

UO XU OlI XOO X 27 


CpnupnrP 

JCVjUCUUC 


1 9 Annl 
X 2? / nppi 


^4 
o i 


72 

o £ 


■J -7 


* O 


1 fi 

X VJ 


4 


TTS-1 0-449 — 779-1 

UO XU 1127 0/27 X 


C p rf 1 1 p n r p 


X / rippxx 


o j 


19 
o <i 


■J ^ 


Q 


i n 

X VJ 


4 


TTS-1 0-688-01 ^-1 

UO XU OOO UXO X 


C o rri i o n r p 

O CLJUCilLC 


X/ /\ppxx 


S6 

J o 


72 
o c 


S q 

j j 


•a 
. -j 


i n 

X VJ 


4 


US-1 0-727-R98-447 

UO XU O C. / O 23 O 1 4 O 


Qpmipnrp 
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4 4 7 Ann 
1 1 o / /\pp 


57 


32 


59 


. 3 


10 


4 


US-10-160-505-1 

X V VJ O VJ <J x 


S p rri i pn r p 


1 Annl i 


58 


32 


59 


.3 


10 


6 


US-11-152-846-15 


Sequence 


15, Appl 


59 


32 


59 


.3 


10 


6 


US-11-194-989-28 


Sequence 


28, Appl 


60 


32 


59 


.3 


10 


6 


US-11-195-207-28 


Sequence 


28/ Appl 


61 


32 


59 


.3 


10 


6 


US-11-218-813-1 


Sequence 


1, Appli 


62 


31 


57 


.4 


9 


4 


US-10-467-253-17 


Sequence 


17, Appl 
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This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6t 
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start 

Go Back to previc 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



August 9, 2006, 07:36:48 ; Search time 12.623 Seconds 

(without alignments) 
53.325 Million cell updates/sec 

US-10-661-366-6 
54 

1 GYTFTSQDIN 10 



BLOSUM62 
Gapop 10.0 



Gapext 0.5 



Searched: 239914 seqs, 67312017 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : 



27373 



Published_Applications_AA_New: * 

1 : /EMC_CelerraJSIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

3 : /EMC_CelerraJ3IDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 

4 : /EMC_CelerrajSIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5 : /EMC_Celerra__SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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1 


36 


66. 


7 


10 


7 


US-11-061-841-235 


Sequence 


235, App 


2 


35 


64. 


8 


10 


7 


US-11-254-182-60 


Sequence 


60, Appl 


3 


35 


64. 


8 


10 


7 


US-11-106-762-14 


Sequence 


14, Appl 


4 


35 


64. 


8 


10 


7 


US-11-291-698A-50 


Sequence 


50, Appl 


5 


33 


61. 


1 


10 


7 


US-11-196-917A-4 


Sequence 


4, Appli 


6 


33 


61. 


1 


10 


7 


US-11-196-917A-78 


Sequence 


78, Appl 


7 


33 


61. 


1 


10 


7 


US-11-196-917A-79 


Sequence 


79, Appl 


8 


33 


61. 


1 


10 


7 


US-11-196-917A-87 


Sequence 


87, Appl 


9 


33 


61. 


1 


10 


7 


US-11-196-917A-95 


Sequence 


95, Appl 


10 


33 


61. 


1 


10 


7 


US-11-196-917A-140 


Sequence 


140, App 


11 


33 


61. 


1 


10 


7 


US-11-196-917A-191 


Sequence 


191, App 


12 


33 


61. 


1 


14 


7 


US-11-196-917A-166 


Sequence 


166, App 


13 


33 


61. 


1 


14 


7 


US-11-196-917A-167 


Sequence 


167, App 


14 


32 


59. 


3 


10 


7 


US-11-219-563-1 


Sequence 


1, Appli 


15 


29 


53. 


7 


10 


7 


US-11-219-563-93 


Sequence 


93, Appl 


16 


29 


53. 


7 


10 


7 


US-11-196-917A-85 


Sequence 


85, Appl 


17 


29 


53. 


7 


10 


7 


US-11-196-917A-86 


Sequence 


8 6, Appl 


18 


29 


53. 


7 


10 


7 


US-11-196-917A-91 


Sequence 


91, Appl 


19 


29 


53. 


7 


10 


7 


US-11-196-917A-92 


Sequence 


92, Appl 


20 


28 


51. 


9 


10 


7 


US-11-061-841-229 


Sequence 


229, App 


21 


28 


51. 


9 


10 


7 


US-11-061-841-231 


Sequence 


231, App 


22 


28 


51. 


9 


10 


7 


US-11-061-841-233 


Sequence 


233, App 


23 


28 


51. 


9 


10 


7 


US-11-061-841-234 


Sequence 


234, App 


24 


28 


51. 


9 


10 


7 


US-11-061-841-236 


Sequence 


236, App 


25 


28 


51. 


9 


10 


7 


US-11-061-841-241 


Sequence 


241, App 


26 


28 


51. 


9 


10 


7 


US-11-061-841-243 


Sequence 


243, App 


27 


28 


51. 


9 


10 


7 


US-11-061-841-245 


Sequence 


245, App 


28 


28 


51. 


9 


10 


7 


US-11-196-917A-88 


Sequence 


88, Appl 


29 


28 


51. 


9 


10 


7 


US-11-196-917A-90 


Sequence 


90, Appl 


30 


28 


51. 


9 


10 


7 


US-11-196-917A-93 


Sequence 


93, Appl 


31 


27 


50. 


0 


10 


7 


US-11-196-917A-81 


Sequence 


81, Appl 


32 


27 


50. 


0 


10 


7 


US-11-196-917A-89 


Sequence 


89, Appl 


33 


27 


50. 


0 


15 


7 


US-11-251-340-36 


Sequence 


36, Appl 


34 


26 


48. 


1 


10 


6 


US-10-528-172-3 


Sequence 


3, Appli 


35 


26 


48. 


1 


10 


7 


US-11-196-917A-84 


Sequence 


84, Appl 


36 


26 


48. 


1 


10 


7 


US-11-196-917A-96 


Sequence 


96, Appl 


37 


25 


46. 


3 


10 


6 


US-10-981-300-57 


Sequence 


57, Appl 


38 


25 


46. 


3 


10 


6 


US-10-544-050-38 


Sequence 


38, Appl 


39 


25 


46. 


3 


10 


6 


US-10-542-508-4 


Sequence 


4, Appli 


40 


25 


46. 


3 


10 


7 


US-11-254-182-7 


Sequence 


7, Appli 


41 


25 


46. 


3 


10 


7 


US-11-335-474-6 


Sequence 


6, Appli 


42 


25 


46. 


3 


10 


7 


US-11-295-229-7 


Sequence 


7, Appli 


43 


25 


46. 


3 


10 


7 


US-11-196-917A-80 


Sequence 


80, Appl 


44 


25 


46. 


3 


10 


7 


US-11-154-091-7 


Sequence 


7, Appli 


45 


24 


44. 


4 


9 


7 


US-11-134-871-2480 


Sequence 


2480, Ap 


46 


24 


44. 


4 


10 


6 


US-10-542-508-10 


Sequence 


10, Appl 


47 


24 


44. 


4 


10 


7 


US-11-219-563-29 


Sequence 


29, Appl 


48 


24 


44. 


4 


10 


7 


US-11-219-563-99 


Sequence 


99, Appl 


49 


24 


44. 


4 


10 


7 


US-11-196-917A-77 


Sequence 


77, Appl 


50 


24 


44. 


4 


10 


7 


US-11-196-917A-82 


Sequence 


82, Appl 


51 


24 


44. 


4 


10 


7 


US-11-196-917A-94 


Sequence 


94, Appl 


52 


23 


42. 


6 


9 


6 


US-10-991-309B-49 


Sequence 


49, Appl 


53 


23 


42. 


6 


9 


6 


US-10-537-642-399 


Sequence 


399, App 


54 


23 


42. 


6 


9 


7 


US-11-263-230-6 


Sequence 


6, Appli 


55 


23 


42. 


6 


9 


7 


US-11-263-230-16 


Sequence 


16, Appl 


56 


23 


42. 


6 


9 


7 


US-11-339-605-38 


Sequence 


38, Appl 


57 


23 


42. 


6 


9 


7 


US-11-313-152-195 


Sequence 


195, App 


58 


23 


42. 


6 


9 


7 


US-11-396-565-16 


Sequence 


16, Appl 


59 


23 


42. 


6 


10 


6 


US-10-981-300-59 


Sequence 


59, Appl 


60 


23 


42. 


6 


10 


6 


US-10-991-309B-52 


Sequence 


52, Appl 
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This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
start 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 06:51:47 / Search time 13.7705 Seconds 

(without alignments) 
69.872 Million cell updates/sec 

Title: US-10- 661-366-6 

Perfect score: 54 

Sequence: 1 GYTFTSQDIN 10 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 2523 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : PIR_80:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, s 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


25 


46.3 


10 


2 


D61440 


polygalacturonase 


2 


25 


46.3 


11 


2 


A40795 


glycoprotein H-a - 


3 


24 


44.4 


12 


2 


S26548 


T-cell receptor be 


4 


24 


44.4 


12 


2 


S47391 


T-cell antigen rec 


5 


24 


44.4 


12 


2 


S47394 


T-cell antigen rec 


6 


24 


44.4 


12 


2 


S47395 


T-cell antigen rec 


7 


23 


42.6 


15 


2 


PH1616 


Ig H chain V-D-J r 


8 


21 


38.9 


11 


2 


B49164 


chromogranin-B - r 
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20 


37 . 0 


9 


9 

Ct 


R?4?4 4 




10 


20 


37 .0 


14 


2 


rVUU vj £, 


ouiua U L* O Cl LXll o uu 


11 


20 


37.0 


14 


2 


A60840 


somatostatin I — E 


12 


20 


37.0 


14 


2 


C60414 


somatostatin — sli 


13 


20 


37.0 


14 


2 


B60842 


somatostatin I — c 


14 


20 


37.0 


14 


2 


S00172 


somatostatin I — s 


15 


20 


37 .0 


15 


2 


PA0097 


starch phosphoryla 


16 


19 


35.2 


9 


1 


AXLOTM 

Ai\ XJV^ 11 1 


1 nn i c; I* amuo "i nhi hi t"i 
iu^uj l G iuy uxunxJJj. v — l 


17 


19 


35 .2 


9 


2 


A57444 


neu fonerjt" i de Grb— A 

11&U1.UUCL/WXUC \J1 k/ A 


18 


18 


33 . 3 


9 


2 


G85802 

w \j +j \j \j Cm 


hvnothpfi ra 1 nrotp 

liy^JUUllv U±UuX kyXL'Le 


19 


18 


33 . 3 


10 


2 


S62880 


w lyyaiaL LUl una j c 


20 


18 


33 . 3 


11 


2 


S14087 


^cnQo^uiaj. l x y >^ tai 


21 


18 


33.3 


12 


2 


S26544 


T— cell recentor be 


22 


18 


33 . 3 


12 


2 


S26547 


T— cell reneotor be 


23 


18 


33 . 3 


12 


2 


S2654 6 


T 1 _ c» 1 "1 rprpntrir hp 
i. ocij. i c^cpuui JJC 


24 


18 


33 . 3 


12 


2 


S2654 1 


T-rpl 1 rprpn1"or hp 


25 


18 


33.3 


12 


2 


PH1458 


T-— eel 1 rpfpnt*nr be 


26 


18 


33 . 3 


12 


2 


PH1462 


r P— r*el 1 rpppnrnr hp 

X 1 CuCUUvi JJC 


27 


18 


33 . 3 


12 


2 


PH1461 


T 1 — r*el 1 ?■ e f e n t* n r* hp 

X CCll X CLCpiUI kJ ™ 


28 


18 


33 . 3 


12 


2 


PH1457 


T-ppI 1 rprprkhor hp 
X tCll ICLCpLUI JJC 


29 


18 


33 . 3 


12 


2 


PHI 4 S 9 


1 Cell IcLcpLUl JJc 


30 


18 


33 . 3 


12 


2 


C IM Vj 1 / VJ 


aiLonui aeiiycixv oy en 


31 


18 


33 . 3 


12 


2 




r i Kac nm a 1 nrnfei n 
x±JJU3UUlal piu LCxIl 


32 


18 


33.3 


13 


2 


C47630 


la karma chain J r 


33 


18 


33.3 


13 


2 


A33933 


Ig kappa chain J r 


34 


18 


33 . 3 


14 


2 


S39932 


S-allele-assori a t~ e 

*j ex 1 1 e i ^ c* »j «j \j \— • i ci l. e 


35 


18 


33 . 3 


14 


2 


S39930 

%mi -J -mi -m* ■*! \J 


o allele aooULiaLc 


36 


18 


33 . 3 


14 


2 


B58502 

XJ -J <J *J \J 


O DA JVlUllcy O LUIlC LJ 


37 


18 


33 . 3 


14 


2 


PL0152 


mpf a 1 — h H n H "i Tirr n n +~ 
luctai jjniLiniy piu u 


38 


18 


33 . 3 


14 


2 


S2948 6 


(TIT 1 p nd i nn nrofpi 

VJl r JJ111L11 Aiy plULCl 


39 


18 


33.3 


14 


2 


S23639 


Ta kanria chain iT 


40 


18 


33.3 


14 


2 


PC4376 


teloitieric and tetr 


41 


18 


33.3 


14 


2 


S39931 


o allele aoouoiaLc 


42 


18 


33 . 3 


15 


2 


A56970 


vjxj x j/xrvi iuyucaii \ 


43 


18 


33 . 3 


15 


2 


PA0 093 


pnn "i pt"i n ^unhhphac; 

Cllllxa L.X11 3 yllLUC LCIS 


44 


17 


31.5 


7 


2 


A60139 


fa t tv— acid svnthas 

i.u ^# wj u w x. vx m y ii wiiu »j 


45 


17 


31 . 5 


13 


2 


PU0038 

X U U u J U 


a 1 nha-npnt i H p / a 1 rti 
ax^iia jjcp Liuc / a i y i 


46 


17 


31 . 5 


13 


2 


PT0263 


iy iicavy Liiaiii L.r\.u 


47 


17 


31 . 5 


13 


2 


PT0304 


la heavv chain CRD 


48 


17 


31 . 5 


15 


2 


PH1319 


Tcr heavv chain D.T 

iy iitu v y ^iiuxii Ljyj 


49 


17 


31 . 5 


15 


2 


S29487 


f^TP — h i nd i nrr nrntpi 


50 


17 


31 . 5 


15 


2 


PH1314 


To heavv chain DlT 

x y u&n v y ^iiuxii xw 


51 


17 


31 . 5 


15 


2 


A36279 


chemoa tt rac tant" nr 


52 


16 


29.6 


3 


2 


A3 3 9 9 5 


aHi nn V"i npt "i r 1 hnrmn 

aUX^JU A.X11C LXL HUi ill L-/ 


53 


16 


29.6 


8 


2 


B44960 


neu rorient i d e Tied— C 


54 


16 


29.6 


8 


2 


S08996 


h vr^ prirphal oc« pm i c 


55 


16 


29.6 


8 


2 


B49823 

U ~ ^ \J Cm -J 


aHi nn V i net*i r* hnrmr> 

aUX^UMHC L.XL Uvl ilLW 


56 


16 


29.6 


8 


2 


PH0803 


T— r<pl 1 rprpnt'nr a 1 
x i»eii x> e^e^> lui ai 


57 


16 


29 . 6 


9 


2 


PT0231 


la heavv chain CDR 

^ vj ax wx v y x x u x x * XV X% 


58 


16 


29.6 


10 


2 


B33995 


hvDotr ehalosemic h 


59 


16 


29.6 


10 


2 


JC1416 


ny L'Cx Li ciiaiuoeiuiL 


60 


16 


29.6 


10 


2 


S09138 


iiyjjci Li ciiaiu jchul 


61 


16 


29.6 


10 


2 


A31571 


h\/nprtrphal o^pimi c / 

Jr Ll CllalUdCllUL/ 


62 


16 


29.6 


10 


2 


B61440 


nn 1 vrrA 1 arnirnna^P 
puxyy Qxau l.ui uiiaoc 


63 


16 


29.6 


10 


Cm 


GfiOSR 9 

UOUJO ^ 


enp t*tti ap^l\7a^l nrt n 

JL'CilU ClL LlVd LlIlLj £J 


64 


16 


29.6 


11 


2 


S54347 


tubulin beta chain 


65 


16 


29.6 


12 


2 


B44818 


extracellular lipa 


66 


16 


29.6 


12 


2 


S01122 


photosystem II 3.7 


67 


16 


29.6 


12 


2 


PT0216 


T-cell receptor be 


68 


16 


29.6 


12 


2 


E58502 


43. 2K bile stone p 


69 


16 


29.6 


12 


2 


B58503 


outer membrane por 
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661-366-6. closed. rup. 

start 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 06:40:52 ; Search time 111.475 Seconds 

(without alignments) 
82.979 Million cell updates/sec 



Title: 



US-10-661-366-6 



Perfect score: 54 

Sequence: 1 ■ GYTFTSQDIN 10 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 



8966 



Minimum DB seq length: 0 
Maximum DB seq length: 15 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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Result Query 

No. Score Match Length DB ID Description 
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This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 07:45:18 ; Search time 25.256 Seconds 

(without alignments) 
181.033 Million cell updates/sec 

Title: US-10-661-366-6 

Perfect score: 54 

Sequence: 1 GYTFTSQDIN 10 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 2589679 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing : 



Minimum Match 
Maximum Match 
Listing first 



0% 

100% 

1000 summaries 



Database : A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3 : geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 

10 : geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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SCORE Search Results Details for Application 
1 10661366 and Search Result us-10-661-366-6-rc 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 

366-6.rai. 

start 

Go Back to previous 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



August 9, 2006, 08:17:00 ; Search time 6.58703 Seconds 

(without alignments) 
132.883 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-10-661-366-6 
54 

1 GYTFTSQDIN 10 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 650591 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: 



Minimum Match 
Maximum Match 
Listing first 



0% 

100% 

1000 summaries 



Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB . pep : * 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_C0MB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backfilesl.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 48 88.9 96 2 US-10-194-975-3 Sequence 3, Appli 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



August 9, 2006, 09:01:05 



r Search time 21.3993 Seconds 
(without alignments) 
216.462 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-661-366-6 
54 

1 GYTFTSQDIN 10 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 2097797 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published__Applications_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 54 100.0 10 5 US-10-661-366-6 Sequence 6, Appli 

2 54 100.0 125 5 US-10-661-366-1 Sequence 1, Appli 

3 48 88.9 10 5 US-10-726-332-125 Sequence 125, App 
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Score Home Retrieve Application SCORE System SCORE Comments / 

Pace Ust Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 

366-6. rapbn. 

start 

Go Back to previous 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 09:02:15 ; Search time 3.27645 Seconds 

i (without alignments) 

205.442 Million cell updates/sec 

Title: US-10-661-366-6 

Perfect score: 54 

Sequence: 1 GYTFTSQDIN 10 

Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 239914 seqs, 67312017 residues 

Total number of hits satisfying chosen parameters: 239914 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AAJJew: * 

1: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep: * 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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No . 


Score 


Match 


Length DB 


ID 


Description 


1 


48 


88 


. 9 


81 


1 


US_ 09-784 -950-82 


Sequence 


82, Appl 


2 


48 


88 


. 9 


92 


1 


US- 09-784 -950- 8 3 


Sequence 


83, Appl 


3 


48 


88 


. 9 


96 


1 


US- 09-784 -950-8 4 

WW \J ~f /VT w W 


Sequence 


84, Appl 


4 


48 


88 


.9 


98 


7 


US- 11-22 1-902 -54 

WW J. -i. C X *r \J C W i 


Sequence 


54, Appl 


5 


48 


88 


.9 


138 


7 


US-1 1-224-664-31 


Sequence 


31, Appl 


6 


48 


88 


.9 


199 


1 


US- 09-7 8 4 -950-2 9 


Sequence 


29, Appl 


7 


48 


88 


.9 


203 


1 


Us- 09-78 4 -950-2 7 


Sequence 


27, Appl 


8 


41 


75 


.9 


269 


6 


US- 10- 53 9- 4 02-1 

WW -L. W W W ^ 1 \J L~ X 


Sequence 


1, Appli 


9 


39 


72 


.2 


245 


7 


US- 11-2 90-687-47 


Sequence 


47, Appl 


10 


36 


66 


.7 


10 


7 


US- 11-0 61-84 1-2 35 

W W X .X. v Ul w T X W W 


Sequence 


235, App 


11 


36 


66 


.7 


98 


7 


US- 11-22 1-902 -55 


Sequence 


55, Appl 


12 


36 


66 


.7 


118 


7 


US- 11-375-22 1-111 


Sequence 


111, App 


13 


36 


66 


.7 


120 


7 


US-11-337-300-33 

Uw XX ~J 1 www w w 


Sequence 


33, Appl 


14 


36 


66 


.7 


247 


7 


US- 11-337-300-65 

WW XX W W 1 W V W 


Sequence 


65, Appl 


15 


36 


66 


.7 


464 


7 


US-11-375-221-22 


Sequence 


22, Appl 


16 


36 


66 


.7 


1052 


6 


US- 10-4 97 -08 8 -21 


Sequence 


21, Appl 


17 


36 


66 


.7 


1342 


6 


US- 10-4 97 -08 8 -14 


Sequence 


14, Appl 


18 


35 


64 


.8 


10 


7 


US-11-254-182-60 

ww XX »J " 1 U £. uu 


Sequence 


60, Appl 


19 


35 


64 


.8 


10 


7 


US- 11-106-7 62 -14 


Sequence 


14, Appl 


20 


35 


64 


.8 


10 


7 


US- 1 1-2 9 1-6 9 8A- 50 


Sequence 


50, Appl 


21 


35 


64 


.8 


40 


7 


US- 11-238-28 1-10 


Sequence 


10, Appl 


22 


35 


64 


.8 


40 


7 


US- 11-2 38 -28 1-11 

WW XX 4. -J U 1 XX 


Sequence 


11, Appl 


23 


35 


64 


.8 


114 


7 


US -11-249-296-42 


Sequence 


42, Appl 


24 


35 


64 


.8 


114 


7 


US- 11-24 9-2 9 6-4 4 


Sequence 


44, Appl 


25 


35 


64 


.8 


116 


7 


US-11-024-877-8 


Sequence 


8, Appli 


26 


35 


64 


.8 


116 


7 


US-11-024-877-9 


Sequence 


9, Appli 


27 


35 


64 


.8 


116 


7 


US-1 1-024 -877-10 


Sequence 


10, Appl 


28 


35 


64 


.8 


120 


7 


US- 11-2 90- 687-70 


Sequence 


70, Appl 


29 


35 


64 


.8 


121 


7 


US-11-337-300-323 


Sequence 


323, App 


30 


35 


64 


.8 


121 


7 


US- 11-2 5 6- 060 -2 


Sequence 


2, Appli 


31 


35 


64 


.8 


122 


7 


US-1 1-254-182-28 

WW XX t*WT X W £• £• W 


Sequence 


28, Appl 


32 


35 


64 


.8 


122 


7 


US- 11-254 -182 -2 9 


Sequence 


2 9, Appl 


33 


35 


64 


.8 


122 


7 


US-1 1-254-1 82-74 

ww XX w ^ X w £. f *$ 


Sequence 


74, Appl 


34 


35 


64 


.8 


122 


7 


US- 11-10 6-7 62 -2 


Sequence 


2, Appli 


35 


35 


64 


.8 


122 


7 


US- 11-10 6-7 62-11 


Sequence 


11, Appl 


36 


35 


64 


.8 


122 


7 


US- 11-10 6- 7 62-12 

ww XX X V w 1 \J L. X £. 


Sequence 


12, Appl 


37 


35 


64 


.8 


122 


7 


US-11-238-281-7 


Sequence 


7, Appli 


38 


35 


64 


.8 


122 


7 


US- 11-2 38 -2 8 1-8 


Sequence 


8, Appli 


39 


35 


64 


.8 


122 


7 


US- 11-2 38-2 8 1-40 


Sequence 


40, Appl 


40 


35 


64 


.8 


122 


7 


US- 11 -2 5 6- 060-4 


Sequence 


4, Appli 


41 


35 


64 


.8 


122 


7 


US-11-291-698A-47 


Sequence 


47, Appl 


42 


35 


64 


.8 


122 


7 


US-11-291-698A-48 


Sequence 


48, Appl 


43 


35 


64 


.8 


123 


7 


US- 11-2 54 -182-32 


Sequence 


32, Appl 


44 


35 


64 


.8 


123 


7 


US-11-254-182-34 


Sequence 


34, Appl 


45 


35 


64 


.8 


123 


7 


US-11-238-281-33 

ww XX £■ w w £• w X ww 


Sequence 


33, Appl 


46 


35 


64 


.8 


126 


6 


US-1 0-523-295-1 3 

ww XV w w £• _s w X w 


Sequence 


13, Appl 


47 


35 


64 


.8 


126 


6 


US-10- 52 3-295-14 


Sequence 


14, Appl 


48 


35 


64 


.8 


126 


6 


US- 10-523-2 95-15 


Sequence 


15, Appl 


49 


35 


64 


.8 


129 


7 


US-11-00 6- 808-45 

WW XX wV/V WWU Tw 


Sequence 


45, Appl 


50 


35 


64 


.8 


130 


7 


US- 11-315-067-34 


Sequence 


34, Appl 


51 


35 


64 


.8 


130 


7 


Ww XX Jl J Ww/ ww 


Sequence 


35, Appl 


52 


35 


64 


.8 


136 


7 


US-11-315-067-2 


Sequence 


2, Appli 


53 


35 


64 


.8 


136 


7 


US- 11-315-067-8 


Sequence 


8, Appli 


54 


35 


64 


.8 


140 


7 


US-11-183-218-62 


Sequence 


62, Appl 


55 


35 


64 


.8 


250 


6 


US-10-684-237-2 


Sequence 


2, Appli 


56 


35 


64 


.8 


251 


7 


US-11-337-300-222 


Sequence 


222, App 


57 


35 


64 


.8 


253 


7 


US-11-024-877-2 


Sequence 


2, Appli 


58 


35 


64 


.8 


253 


7 


US-11-024-877-3 


Sequence 


3, Appli 


59 


35 


64 


.8 


451 


6 


US-10-822-231-4 


Sequence 


4, Appli 
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| SCORE Search Results Details for 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
start 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



August 9, 2006, 08:00:49 / Search time 3.92491 Seconds 

(without alignments) 
245.144 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-661-366-6 
54 

1 GYTFTSQDIN 10 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: 



Minimum Match 
Maximum Match 
Listing first 



0% 

100% 

1000 summaries 



Database : PIR_80:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


48 


88 


.9 


98 


2 


S26918 


Ig heavy chain V r 


2 


48 


88 


.9 


110 


2 


PH1670 


Ig heavy chain V r 


3 


48 


88 


.9 


117 


1 


HVMSA1 


Ig heavy chain pre 


4 


48 


88 


.9 


127 


2 


S34014 


Ig heavy chain V r 


5 


48 


88 


.9 


136 


2 


S31600 


Ig heavy chain V r 


6 


45 


83 


.3 


111 


2 


PH0988 


Ig heavy chain V r 


7 


43 


79 


.6 


132 


2 


S31596 


Ig heavy chain V r 


8 


42 


77 


.8 


90 


2 


PH1485 


Ig heavy chain V r 
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hypothetical prote 
Ig heavy chain V-I 
Ig heavy chain V7 
Ig heavy chain V r 
Ig heavy chain V r 
anti-glycoprotein 
Ig heavy chain V r 
Ig heavy chain pre 
coat protein - pea 
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Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-6. rup. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search,, using sw model 

Run on: August 9, 2006, 07:46:18 ; Search time 30.2389 Seconds 

(without alignments) 
305.902 Million cell updates/sec 

Title: US-10-661-366-6 

Perfect score: 54 

Sequence: 1 GYTFTSQDIN 10 

Scoring table : BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1: uniprot_sprot : * 
2 : uniprot__trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 
• 


Match Length DB 


ID 


Description 
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Q5BK05 RAT 


Q5bk05 rattus norv 
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Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-7. closed. rag. 

start 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



August 9, 2006, 06:40:12 ; Search time 92.9508 Seconds 

(without alignments) 
49.189 Million cell updates/sec 



Title: US-10-661-366-7 
Perfect score: 60 



Sequence : 



1 WIFPGDGSTK 10 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



837128 



Database : A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2 003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 

10 : geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



August 9, 2006, 07:02:53 



US-10-661-366-7 
60 

1 WIFPGDGSTK 10 



r Search time 24.5902 Seconds 
(without alignments) 
35.596 Million cell updates/sec 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



650591 seqs, 87530628 residues 



249102 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMCJ3elerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5: /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backfilesl.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



Score 



% 

Query 

Match Length DB 



SUMMARIES 



ID 



Description 



1 

2 



31.5 52.5 
31.5 52.5 



14 2 US-08-822-774-54 
14 2 US-09-632-711-54 



Sequence 54, Appl 
Sequence 54, Appl 
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OM protein - protein search, using sw model 



Run on: 
Title: 

Perfect score: 
Sequence : 

Scoring table: 
Searched: 



August 9, 2006, 07:35:38 ; Search time 79.5082 Seconds 

(without alignments) 
58.260 Million cell updates/sec 

US-10-661-366-7 
60 

1 WIFPGDGSTK 10 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 

2097797 seqs, 463214858 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



Database : 



395127 



Published_Applications_AA_Main: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

3 : / EMC_Cele r r a_S IDS 3 /ptoda ta /2 /pubpaa/US 0 9_PUBCOMB . pep : * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

6: /EMC_Celerra__SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No . Score Match Length DB ID 



Description 
Sequence 7, Appli 



60 100.0 



10 5 US-10-661-366-7 
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U9 -10-695-1 55-7R 
uo xu oy o xuu to 


Cpnn pn r p 


7fl Ann! 


44 


27 


45 


. 0 


7 


3 


US-09-870-472-1 5 

UO U-/ U/U a / O xo 


Cpffii pn r p 


1 5 Ann 1 

X O , rlU p X 


4 5 


27 


45 


. 0 


8 


5 


US- 10- 950-1 63-1 29 

UO XU J >J V XU«J J*. C* ~J 


9 p rr l ipnrp 


12 9 Ann 


4 5 


27 


45 


. 0 


9 


5 


US- 10- 9 4 6- 64 7 -2 2 7 

XU «/ T V UTX# C 1 




227 Ann 

c c t f np^> 


47 


71 

C 1 


45 
" o 


. 0 


9 


5 


U9-1 0-94 6- 647-1 226 

UO XU _? M U U T / X <L <1 U 


9 p rf n pnrp 

OCU UCHv sZ 


1226 An 


48 


71 

C I 


4 5 
" o 


. 0 


X X 


3 


ttc_0 9-7 5 6-5 94-?7 
uo v too o y *j ^, / 


9prfii pnrp 


2 7 Ann 1 

c t f ^-tr tr 


4 9 


71 

C I 


4 5 


o 

. u 


1 1 

X X 


-5 
o 


U9-09-7 5 6-594 -9R 
uo u ^ too o y i £ o 


9prfi i pnrp 


7 Pt Annl 

CO t x 


<-J u 


71 


4 5 
*i u 


. 0 


1 1 

X X 


3 


U9-09-7 5 6-594 -? 9 

UO U _7 lOO O ZJ 1 


9po*i l pnrp 


7 9 Ann 1 


51 


21 


45 


. 0 


11 


3 


US- 09-7 5 6-5 94 -30 


O C U l-X t^I 1< — 


3 0 Ann 1 

o o f r^.^J^J x 


57 


71 

C 1 


45 

" u 


. 0 


1 1 

X X 


4 


US-1 0-272-497-97 
uo xu etc ^ y t ct 


C p rf 1 1 pnrp 


7 7 Ann 1 

C 1 f rtppx 


53 


21 


45 


. 0 


11 


4 


U9- 1 0-272-4 97-?R 

UO XU CtC M -? / O 


9 p rr 1 1 pn r 


7 8 Ann 1 

CO f x 


54 


21 


45 


. 0 


11 


4 


119- 1 0-272-4 97-79 
uo xu ctc " y t c y 


9 p rr l ipnrp 


7 9 Annl 
c y f x 


5 5 
u j 


71 

C 1 


4 5 


. u 


X X 


4 


119-1 0-277-497-^0 
uo xu etc *±yi ju 


9 p rf 1 1 p n r p 

OCLJUCUUC 


^0 Annl 

O U , X 


56 
U u 


71 

C 1 


4 5 
*i u 




1 1 

X X 


4 
* 


119- 1 0-777-497-7? 
uo xu c i c i y i i c 


9 p rf 1 1 p n r p 


7? Annl 


57 


21 


45 


. 0 


11 


4 


US- 10-2 7 2 -4 97-7 4 


9prfii pnrp 


7 4 Ann 1 


58 


27 


45 


.0 


11 


4 


US-10-272-497-76 


Sequence 


76, Appl 


59 


27 


45 


.0 


11 


4 


US-10-272-497-79 


Sequence 


79, Appl 


60 


27 


45 


.0 


12 


5 


US-10-926-542-122 


Sequence 


122, App 


61 


27 


45 


.0 


13 


3 


US-09-272-975-20 


Sequence 


20, Appl 


62 


27 


45 


.0 


13 


4 


US-10-468-496-1728 


Sequence 


1728, Ap 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
7.closed-rapbn. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 

366-7. closed. rapbn. 

start 

Go Back to previous 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title : 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



August 9, 2006, 07:36:48 



US-10-661-366-7 
60 

1 WIFPGDGSTK 10 



? Search time 12.623 Seconds 
(without alignments) 
53.325 Million cell updates/sec 



BLOSUM62 
Gapop 10.0 



Gapext 0.5 



239914 seqs, 67312017 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 



Post-processing : 



27373 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 500 summaries 

Published_Applications_AA_New: * 

1 : /EMC_Celerra__SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

3: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 

4 : /EMC_CelerraJ3IDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 
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No . 


Score 


Match 


T.encr"t"h 

JJWA1VX ' — 11 


DB 


ID 


Description 


1 


36 


60. 


0 


11 


7 


US- 11-242-617-10 


Sequence 


10, Appl 


2 


36 


60. 


0 


11 


7 


US- 11-242-617-43 


Sequence 


43, Appl 


3 


34 


56. 


7 


11 


7 


US- 11-24 2- 61 7 -31 


Sequence 


31, Appl 


4 


31 


51. 


7 


11 


7 


US- 11-24 2- 617 -40 


Sequence 


40, Appl 


5 


29 


48. 


3 


11 


7 


US- 11-24 2 -617 -19 


Sequence 


19, Appl 


6 


27 


45. 


0 


11 


6 


US- 10-54 0-4 31-9 


Sequence 


9, Appli 


7 


26 


43. 


3 


11 


7 


US-11-061-841-340 

WO -1- -L U U J. <-> J -1- -J T W 


Sequence 


340, App 


8 


26 


43. 


3 


12 


7 


US- 1 1-04 5-488-34 

WO XX WTO J V U O T 


Sequence 


34, Appl 


9 


25 


41. 


7 


11 


7 


US- 11-2 42 -617 -13 

WO XX £■ T W X / X -J 


Sequence 


13, Appl 


10 


25 


41. 


7 


11 


7 


TTO_ "I 1 _?4 9-61 7 _ 1 c. 
W o XX t t OX/ X w 


Sequence 


16, Appl 


11 


25 


41. 


7 


11 


7 


US- 11-24 2-617-28 

WO X X £. T £. U X / Ct\J 


Sequence 


28, Appl 


12 


25 


41. 


7 


12 




US- 10-953- 61 3C-4 8 5 

WO X W J J J \JX«J*krf T O J 


Sequence 


485, App 


13 


25 


41. 


7 


1 2 


7 


ttc_i 1 -099-283R-435 


Sequence 


435, App 


14 


25 


41. 


7 


12 


7 


US-1 1-234-731 -46 

UU XX O T /OX TO 


Sequence 


46, Appl 


15 


24 


40. 


0 


9 


7 


US-11-140-4 87A-284 


Sequence 


284, App 


16 


24 


40. 


0 


9 


7 


US-11-140-4 87A-4 07 

Uk3 XX X T W TO/ A 1U / 


Sequence 


407, App 


17 


24 


40. 


0 


9 


7 


ttc_ i 1-140-487A-51 9 

W O XX XtW lO / XT. Jl J 


Sequence 


519, App 


18 


24 


40. 


0 


Q 


7 


TTC — "1 1 _ 1 40-4ft7A-60R 

Uo XX XtU lO / xn. QUO 


Sequence 


608, App 


19 


24 


40. 


0 


9 


7 


US -11-140-48 7 A- 683 

\J O XX X T W T W 1 Xk WWW 


Sequence 


683, App 


20 


24 


40. 


0 


10 


7 


US-11-14 0-4 87A-990 

V>J X X XTW T W / i i. ./ _/ \J 


Sequence 


990, App 


21 


24 


40. 


0 


10 


7 


US- 11-140-4 8 7A- 107 7 

WO XX XT U TO/ XT. XV/ / 


Sequence 


1077, Ap 


22 


24 


40. 


0 


10 


7 


US-1 1-1 4 0-4 ft 7 A- 1 321 

WO XX it y TO ' x». xo^.x 


Sequence 


1321, Ap 


23 


2 4 


40. 


0 


1 0 

X W 


7 


itc-1 1 _ 1 40-4ft7A-1 99 0 

UO XX XtU t O / in. X Z. U 


Sequence 


1920, Ap 


24 


24 


40. 


0 


11 


7 


US- 11-242-617-34 

WO X X £» T W _L / O T 


Sequence 


34, Appl 


25 


24 


40. 


0 


13 




US- 10-991 -30 9R-7 0 

w O X \J _^ _/ X WW-/ i-J / w 


Sequence 


70, Appl 


26 


24 


40. 


0 


14 


7 


ttc _ ii_094-1 32-27 

WO XX W^T 1 z. / 


Sequence 


27, Appl 


27 


24 


40. 


0 


1 5 

X vJ 


7 


TTQ- 1 1 -940-937-4 
wo xx t u y o 1 *i 


Sequence 


4, Appli 


28 


23 . 5 


39. 


2 


1 5 

X -J 


7 


T JO _ I 1>OOQ_1 99 A- 1 31 
Wo XX J O X_7£xA XOX 


Sequence 


131, App 


29 


23 . 5 


39. 


2 


15 


7 


US- 11-2 95-1 92A-1 32 

WO XX &. Z/ \J X ^ LirV x o 


Sequence 


132, App 


30 


23 . 5 


39. 


2 


15 


7 


US-11-295-192A-1 33 

WO XX C J -) X i./T. X J J 


Sequence 


133, App 


31 


23 5 

Cm O • O 


39. 


2 


1 5 

X O 


7 


TTC_1 1 _9QQ_1 Q9n-1 74 


Sequence 


134, App 


32 


23 . 5 


39. 


2 


1 c: 

X «J 


7 


Uo xx — ±J£I\ xoo 


Sequence 


135, App 


33 


23 . 5 


39. 


2 


15 


7 


US- 11-295-1 92 A- 13 6 

WO XX C, J O X^£»JA xoo 


Sequence 


136, App 


34 


23 . 5 


39. 


2 


15 


7 


US- 11-2 95-1 92A-1 37 

WO XX ~t -J X _/ trt X O / 


Sequence 


137, App 


35 


23 . 5 


39. 


2 


15 

X -J 


7 
/ 


WO XX £. ^ -J ±Z7jlJ-\ UO 


Sequence 


138, App 


36 


23 . 5 


39. 


2 


15 


7 


US-1 1-295-1 92 A- 1 39 

WO XX <£• J W X -7 L*t\ X O J 


Sequence 


139, App 


37 


23. 5 


39. 


2 


15 


7 


US- 11-295- 192 A-14 0 


Sequence 


140, App 


38 


23 


38. 


3 


7 


6 


US- 10-533-701 -12 


Sequence 


12, Appl 


39 


23 


38. 


3 


7 


7 


US-11-183-325-6 

WO XX XWW w 


Sequence 


6, Appli 


40 


23 


38. 


3 


9 


7 


US-11-140-487A-1 1 62 

WO XX XTW lO / rt X X 


Sequence 


1162, Ap 


41 


23 


38. 


3 


9 


7 


US-1 1-183-32 5-5 

WO XX XWO JZ. J w 


Sequence 


5, Appli 


42 


23 


38. 


3 


9 


7 


US-11-183-325-25 


Sequence 


25, Appl 


43 


23 


38. 


3 


10 


7 


US-11-14 0-4 87A-1 163 

WO X X XTW TO/ rv J — L U J 


Sequence 


1163, Ap 


44 


23 


38. 


3 


10 


7 


US- 11 -18 3- 32 5-2 

WO XX XOO J£, J Z. 


Sequence 


2, Appli 


45 


23 


38. 


3 


11 




U^-1 0-540-431 -3 

Wo XW WTW tOX o 


Sequence 


3, Appli 


4 g 


23 


38. 


3 


12 




US- 10-531 -701 -1 4 

WO XW WOX /WX XT 


Sequence 


14, Appl 


47 


23 


38. 


3 


14 




U<5- 1 0-821 - 930-20 
wo xw u i, i _? o w ^w 


Sequence 


20, Appl 


48 


23 


38. 


3 


14 


7 


ttc_i 1 - 990-639A-35 

WO XX £, J \J O O -//a O W 


Sequence 


35, Appl 


4 9 


2 3 
£ o 


38. 


3 


1 4 

X T 


7 


Uo 11 ^ — Do JxA— O / 


Sequence 


37, Appl 


50 


22 


36. 


7 


8 




Tjq-1 0-544-048-3 

WO XW OTT WtO O 


Sequence 


3, Appli 


51 
o j. 


22 


36. 


7 


Q 
o 


O 


TT^ — 1 0-54 4 -04 ft — 4 
Uo XU Ott UtO t 


Sequence 


4, Appli 


52 


22 


36. 


7 


9 




US- 10-521 - 1 40-2 9 

WO XW 0£.X XTW -J 


Sequence 


29, Appl 


53 


22 


36. 


7 


9 


7 


US- 11 -223-61 0-1 6R 
wo xx l,l j oxu Xww 


Sequence 


168, App 


54 


22 


36. 


7 


9 


7 


US-11-223- 610-169 


Sequence 


169, App 


55 


22 


36. 


7 


10 


6 


US-10-529-452-3 


Sequence 


3, Appli 


56 


22 


36. 


7 


10 


7 


US-11-134-871-3559 


Sequence 


3559, Ap 


57 


22 


36. 


7 


10 


7 


US-11-373-754-16 


Sequence 


16, Appl 


58 


22 


36. 


7 


11 


6 


US-10-570-220-24 


Sequence 


24, Appl 


59 


22 


36. 


7 


12 


7 


US-11-177-358C-16 


Sequence 


16, Appl 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



August 9, 2006, 06:51:47 ; Search time 13.7705 Seconds 

(without alignments) 
69.872 Million cell updates/sec 

US-10-661-366-7 
60 

1 WIFPGDGSTK 10 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



2523 



Database 



PIR_80:* 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


25 


41.7 


13 


2 


A46463 


preabsorbing antig 


2 


22 


36.7 


9 


2 


A37027 


macrophage chemota 


3 


22 


36.7 


9 


2 


S10784 


enamelin i - bovin 


4 


22 


36.7 


10 


2 


PT028 9 


Ig heavy chain CRD 


5 


22 


36.7 


12 


2 


S70337 


napin small chain 


6 


22 


36.7 


12 


2 


PH1324 


Ig heavy chain DJ 


7 


20 


33.3 


8 


2 


A46306 


spasmogenic toxin 


8 


20 


33.3 


12 


1 


JTJG0 


tremerogen A-10 - 
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9 


20 


33 . 3 


13 


2 


at* DtU D 


Tn lpaT*r>a r 1 Vi a H r% ,T r 
xy jiakJLyci Liiaxii x 


10 


20 


33 . 3 


13 


2 


&47 fi^n 


T pt Vanna pha i n ,T r 
xy JvciLJkyct i^iidiu u x 


11 


20 


33 . 3 


14 


2 


PH1322 


Tn hpavv c hi a in DlT 


12 


20 


33 . 3 


14 


2 


E49039 


T— "1 >^or*<=»r^1"r>y Ha 

X UCXi. J. CLCp LWl u c: 


13 


19 


31 . 7 


6 


2 


A6104 9 


liax W LUAXli t J C- IXVX 


14 


19 


31.7 


7 


2 


PT0689 


f-ppl 1 rprprjf or V>P 
x v*exx x Cucp \*-\j i* a kz 


15 


19 


31 . 7 


9 


2 


B20569 

at* \j +j \j ^ 


«!Prnm annul ni H P — rn 
ocx uiu aiuyxuxvx tr 


16 


19 


31 . 7 


10 


2 


S71948 


rn a 't~ >~ H v mpha 1 1 r>r>r*rt1" 
ILICJ. \_ J — LA uic Laxxupiuu 


17 


19 


31.7 


10 


2 


T17054 


cvtorhrome-c oxida 


18 


19 


31 . 7 


10 


2 


XX / \J o o 


C y L. U C 1 1 X. UUlc C UAlUd 


19 


19 


31 . 7 


10 


2 




LUUllIUHlc C UAlUd 


20 


19 


31 . 7 


10 


2 


T12329 


p* \/ 1* o<^"Vi rnmp — r oyi Ha 
y L- uui ix umc o uaxuq 


21 


19 


31.7 


10 


2 


T14215 


cvtochromp-r oxiHa 


22 


19 


31 . 7 


10 


2 


T14223 


r wrTirh rnmp — r ov*i Ha 


23 


19 


31 . 7 


11 


2 


S78026 


ribosomal nrofpi n 


24 


19 


31 . 7 


11 


2 


S07207 


^xxiixa any xu Lcn b xii 


25 


19 


31 . 7 


12 


2 


O -7 X U ^ 


nypo une tied i l.^is 


26 


19 


31.7 


12 


2 


B46662 


col 1 afjf*n al nha ? (V 

^vxxa^cu axilla t. \ v 


27 


19 


31.7 


13 


2 


PH0756 


X v» w J — L. X CUC £S L- W X JJC 


28 


19 


31 . 7 


14 


2 


PAD 09 6 


pyxuvciL.e aecaxxjoxy 


29 


19 


31 . 7 


14 


2 


S33802 




30 


19 


31.7 


15 


2 


C44101 


calmoriul in wa c; psa r* 
^axiuuuuxxHf vu jUaiv 


31 


19 


31.7 


15 


2 


C5697 9 


rnl 1 anan a 1 nha 1 / T 
tuildycll aipila 1 (i 


32 


19 


31 . 7 


15 


2 


H56978 


1 1 arfon a 1 nha T /V 
tuixdycll dipnd 1 


33 


18 


30 . 0 


5 


2 


PT0703 


X OC1J. xcucpLUX XV C; 


34 


18 


30.0 


6 


2 


PT0604 


X loGXX XCLCpLUX JJC 


35 


18 


30 . 0 


7 


2 


E614 91 


c ppH y-\ *t~ o "i y-\ t.To R 

•bccU pxOCcin WS~ J 


36 


18 


30 . 0 


7 


2 


PT0S4 ^ 
n u J ^ «j 


i ceil xeceptor De 


37 


18 


30 . 0 


3 


£m 


PT0?7 Q 

IT J. L/<£. / 


xy flcaVy Cflain LKU 


38 


18 


30 . 0 


8 


2 


PT0725 


T 1 — O l i i»» q ^ 4" /*\ v V*> <^ 

X UcXX IctcpLUi XJfcr 


39 


18 


30.0 


8 


2 


A61328 


trvDsin (EC 3 4 ?1 


40 


18 


30 . 0 


10 


2 


PO0753 


xvct_ci xiuuLUiuiaiiuj 


41 


18 


30 . 0 


13 


1 


XAVTCjR 
/wi v x o 


any xo tens in con ve x 


42 


18 


30 .0 


14 


2 


S17766 


ucua yxuuuixua jc \ 


43 


18 


30 . 0 


14 


2 


PH0795 


T — pa 1 "1 ra^anfnr al 
1 Cell IcCcpcOl a.1 


44 


18 


30 . 0 


14 


2 


A60158 


HH cannra/iahaco — 

uibdyyieydt-aSc ixi 


45 


18 


30 . 0 


14 


2 


S33801 

|J J J U V 1 


uiiapei uuc f xcxrx x tr 


46 


18 


30 . 0 


15 


2 


i_J J J |L U U 


/■•al Kofi /""ill i n i it" q v 
CdlxCLlCUllIl/ ULcI 


47 


18 


30 . 0 


15 


2 


PA0058 


px U Lciil y£LuUUL£ 


48 


18 


30.0 


15 


2 


C61511 


mil k - hanrf R nrntpi 

mxx j\. uaiiu a pi u l.cx 


49 


18 


30.0 


15 


2 


S05700 


xiiDuxxii i-LfvC yiuwu 


50 


18 


30 . 0 


15 


2 


AF0832 


kviic xcauci pepuxue 


51 


18 


30.0 


15 


2 


PH0216 


acra rasp ^F.C ^ 7 1 


52 


18 


30.0 


15 


2 


S05699 


■j nQiil in — 1 "i Vp rrrnui" 
xuauxxii xxac yxuwu 


53 


17 


28 . 3 


7 


2 


A4 4 4 2 8 


piaLclcL dyyicydLl 


54 


17 


28 . 3 


7 


2 


PT0544 
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Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-7. closed. rup. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



August 9, 2006, 0.6:40:52 



' Search time 111.475 Seconds 
(without alignments) 
82.979 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-661-366-7 
60 

1 WIFPGDGSTK 10 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 8966 



Minimum DB seq length: 0 
Maximum DB seq length: 15 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2: uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 



SUMMARIES 
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This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 
661-366-7.rag. 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:45:18 ; Search time 25.256 Seconds 

(without alignments) 
181.033 Million cell updates/sec 

US-10-661-366-7 
60 

1 WIFPGDGSTK 10 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



BL0SUM62 

Gapop 10.0 , Gapext 0.5 

2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2589679 



Post-processing : 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 1000 summaries 

A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4 : geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 

10: geneseqp2006s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



http://es/ScoreAccessWeb/Ge^ 8/11/06 



SCORE Search Results Details for Application 10661366 and Search Result us- 10-66 1-3... Page 2 of 108 



% 

Result Query 



Jo . 


OLUl C 


Match 




no 
Uo 


X u 


Description 


1 

-1- 


fin 


100. 


0 


1 h 


Q 


anv7 m 7 9 


Ady75172 


Antibody 


9 


fin 


100. 


0 


1 7 
x / 


D 


Z1R.T1 ft R R1 
nDu X 0 3 O X 


Abjl8551 


Gangliosi 


3 


60 


100. 


0 


119 




ARJ1 ft S79 


Abjl8572 


Gangliosi 


4 


fin 


100. 


0 


i i q 
x x y 


D 


AR.T1 ft R7n 
ru3J X O 3 / U 


Abjl8570 


Gangliosi 


«j 


fin 


100. 


0 


IOC 
X L. D 


Q 


/\JJI / 3 x dd 


Ady75166 


Antibody 


c. 
\j 


fin 


100. 


0 


etc 
J J J 


4 


7\ 7\D 1 G ft 7 1 
rt/iDl 30 / I 


Aabl9871 


Activatin 


7 


fin 

D U 


100. 


0 


^fiR 


4 


7\7\oi q ft 7 T 


Aabl9873 


Activatin 


ft 

O 


fin 


100. 


0 


^77 

Oil 


4 


&ZVR1 qft 7 9 


Aabl9872 


Activatin 


Oj 
y 


fin 


100. 


0 


f U 4 


A 
4 


t\ no i q ft ft ft 
rviDl -7 O 0 0 


Aabl9888 


MLV envel 


X u 


^7 
3 / 


95. 


0 


1 7 

X / 


o 
O 


annfi04 7 9 


Ado60472 


Mouse ant 


1 1 

X X 


^7 

3 / 


95. 


0 


1 7 
X / 


Q 
-7 


7\H74 R 4 ft ? 
/\JJ^»4 3 4 0 O 


Adz45483 


Murine fa 


1 9 


^7 


95. 


0 


1 7 

X / 


Q 


2XPR94 fi94 
rUjD^ 4DZ4 


Aeb2 462 4 


Humanized 


1 3 

J. o 


S7 


95. 


0 


X X o 


Q 
O 


anofin4 4 q 

HUUOU 4 4 3 


Ado60449 


Humanised 


1 4 


S7 


95. 


0 


X X o 


O 

o 


nnnfio 4 4ft 

>\1JvJ OU 4 4 0 


Ado60448 


Humanised 


1 Q 
J. o 


S7 

3 / 


95. 


0 


11? 
no 


p 
o 


nnnsn 4 4 4 

i-VU^JDU 4 4 4 


Ado60444 


Humanised 


1 fi 

J. D 


R7 


95. 


0 


11? 


p 

0 


nnnfin 4 4 9 

nlJUOU 4 4 c. 


Ado60442 


Mouse ant 


1 7 


^7 

3 f 


95. 


0 


11? 

llsJ 


p 

0 


nnnfin 4 ^ n 

RUUDU 4 3U 


Ado60450 


Humanised 


1 ft 
J. o 


R7 


95. 


0 


11? 
11 J 


R 

o 


anofin 4 4 7 

i-UJU DU 4 4/ 


Ado60447 


Humanised 


X y 


^7 

3 1 


95. 


0 


11? 
11>J 


p 
0 


zinofin 4 4 fi 

OU 4 4 0 


Ado60446 


Humanised 


90 


^7 
3 / 


95. 


0 


11? 
X X o 


Q 


ziirpo a R q4 

f\JLD£ 4 3 3 4 


Aeb24594 


Murine MA 


91 


S7 


95. 


0 


11? 

X X o 


q 


B.TTR9 4 R Q fi 
nJjot 4 3 7 O 


Aeb24596 


Humanized 


9 9 


S7 


95. 


0 


11? 
11 J 


q 


B.TTR9 4 fin 9 
/UjDl 4 OU^ 


Aeb24602 


Humanized 


9 3 

£. 3 


S 7 


95. 


0 


11? 
11j 


q 
y 


•HxjDZ 4 ou u 


Aeb24 600 


Humanized 


9 4 
^ 4 


CT 

D / 


95. 


0 


I 1 o 

II o 


Q 

y 


A£jdZ4 3530 


Aeb24598 


Humanized 




^7 

3 / 


95. 


0 


11? 

11 J 


q 
y 


2il?R9 4 R q q 
nLD^ 4 3 3 7 


Aeb24599 


Humanized 


9 fi 
z. o 


R7 


95. 


0 


11? 

1 1 o 


q 
y 


2iT?R9 4 fin 1 
/\TjJd^ 4 OU1 


Aeb24 601 


Humanized 


9 7 


R7 

3 / 


95. 


0 


1 1 c 
X X o 


q 
y 


nn74R4ft1 
i\±J£i 4 3 4 0 X 


Adz45481 


Murine fa 


9 ft 
c. 0 


^7 

3 / 


95. 


0 


1 1 fi 

X X D 


o 

£. 


nnu7q941 
>UAK / y c.H X 


Aar79241 


Heavy cha 


9 9 
z. y 


S7 


95. 


0 


1 ?R 

1-3 0 


p 
O 


nnT9fifi?Q 


Adi26639 


Mouse ant 


?n 


R7 
3 / 


95. 


0 


9 fiQ 

z D y 


p 

o 


7\np 9 ft n R 4 
HUal O U 3 4 


Adr28054 


NPB polyp 


? 1 

3 X 


^ fi 

3 D 


93. 


3 


1 1 
1 1 


n 
I 


n rm7 ft q q ? 


Abm78993 


Monoclona 


? 9 


^ fi 
•J o 


93. 


3 


1 1 
1 1 


p 

0 


nnp7 Q fiR R 
±\Dc 1 y ODD 


Adp7 9 65 5 


8H9 Fv pr 


? 7 

3 3 


^ fi 


93. 


3 


lift 
110 


p 

0 


TiTiDT q fi4 ? 
±\L)c 1 y 04 3 


Adp7 964 3 


8H9 VH. 1 


? 4 

3 4 


^ fi 


93. 


3 


9 4? 
£. 4 O 


1 


n rm7 ft Q Q q 
HDrl / 0 y y y 


Abm78999 


Monoclona 


35 


56 


93. 


3 


243 


7 


2\RM7ft QQft 
adi i / o y y o 


Abm78998 


Monoclona 


? fi 

3 o 


R fi 

.J D 


93. 


3 


9 4? 

£, 4 O 


p 
o 


zmD7 q fi ? q 


Adp7 9 63 9 


8H9 scFv 


37 


56 


93. 


3 


94 3 

Z. Tl O 


p 


ADP7 Q fi?ft 


Adp7 9638 


8H9 scFv. 


?ft 

3 O 




91. 


7 


lift 

HO 


-3 
■J 


nziRi i ?qi 


Aabll391 


Murine II 


?Q 
3 ^? 


^9 


86. 


7 


9n 

z. u 


c. 


7\7vTT7n7 7 3 

nnu f U / / 3 


Aau70773 


Hepatitis 


4 n 


S9 


86. 


7 


9n 


7 


nnrft c >n97 


Adc85027 


HBV HBcAg 


J 1 


R 9 
3 z. 


86. 


7 


on 
z u 


p 
0 


zinvi 4 R ft 4 
/■UJlxX 4 3 0 4 


Adkl4584 


Hepatitis 


A 9 
4 Z 


^ 9 
3 £ 


86. 


7 


9 n 


lu 


TV IT P*} Q £ft 7 
/\£jE 3 3 OO / 


Aef35687 Hepatitis 


4 ? 
4 3 


^9 


86. 


7 


119 
1 1Z 


4 


z\ziR74 nnn 

MM15 / 4 UUU 


Aab74000 


Anti-chry 


4 A 
4 4 


^9 
3 z, 


86. 


7 


lift 
X X o 


7 

t 


HHD4 ? 9 fi9 


Adp43262 


Antibody 


4 ^ 
4 3 


^ 9 
3 c. 


86. 


7 


lift 
X xo 


Q 
O 


tv n\T fi 9 fi 9 ft 
/UJiM t>£ O^O 


Adn62628 


HIV gp 41 


4 D 




86. 


7 


1 1 Q 

llo 


Q 


PAJN 034 


Adn62634 


HIV gp 41 


A 7 
4 / 


^ 9 


86. 


7 


1 1 Q 


c 


n nii7 m c c 
AAU /U /OO 


Aau70766 


Hepatitis 


A ft 
4 0 


R 9 

3 c, 


86. 


7 


1 1 Q 
117 


0 


nni? ? ? ? 9 R 
■rtrtXjJ 3 3^3 


Aae33325 


12E antib 


4 y 


9 

3 Z 


86. 


7 


I 1 Q 

II J 


c. 
D 




Aae33327 


3D antibo 


DU 




86. 


7 


1 1 Q 


f 


ADC OOUZU 


Adc85020 


HBV HBcAg 


51 


52 


86. 


7 


119 


8 


ADK14577 


Adkl4577 


Hepatitis 


52 


52 


86. 


7 


119 


8 


ADN36310 


Adn36310 


Rat anti- 


53 


52 


86. 


7 


119 


9 


ADZ21523 


Adz21523 


Anti-Muc- 


54 


52 


86. 


7 


119 


9 


ADZ21525 


Adz21525 


Anti-Muc- 


55 


52 


86. 


7 


119 


10 


AEF35680 


Aef35680 HBV-speci 


56 


52 


86. 


7 


194 


6 


AAE33334 


Aae33334 


3D antibo 


57 


52 


86. 


7 


194 


9 


ADZ21538 


Adz21538 


Anti-Muc- 



http ://es/ScoreAccessWeb/Get!tem. action? Appld= 1 066 1 3 66&seqld=5 809 1 0&ItemName=us. . . 8/11 /06 



SCORE Search Results Details for Application 10661366 and Search Result us- 10-66 1-3... Page 1 of 77 



SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366-7.i 



Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
7.rai. 

start 

Go Back to prev 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title : 

Perfect score: 
Sequence : 



August 9, 2006, 08:17:00 



US-10-661-366-7 
60 

1 WIFPGDGSTK 10 



• Search time 6.58703 Seconds 
(without alignments) 
132.883 Million cell updates/sec 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



650591 seqs, 87530628 residues 



650591 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 1000 summaries 

Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_C0MB.pep:' 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_C0MB.pep:' 

3 : /EMC_CelerraJ3IDS3 /ptodata/2/iaa/7_C0MB . pep : 1 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pepr 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB . pep : * 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep:* 

7 : /EMC_CelerraJ3IDS3/ptodata/2/iaa/backfilesl.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 57 95.0 116 1 US-08-888-366-2 

2 52 86.7 20 2 US-09-556-605-8 



Sequence 2, Appli 
Sequence 8, Appli 



http ://es/ScoreAccessWeb/GetItem. action? Appld= 1 066 1 366&seqld=5 809 1 1 &ItemName=us. . . 8/1 1/06 



SCORE Search Results Details for Application 10661366 and Search Result us-10-661-3... Page 2 of 77 



3 


52 


86. 


7 


119 


2 


us- 


•09- 


•556- 


605-1 


Seauence 


1, 


Appli 


4 


43 


71. 


7 


1688 


2 


US- 


10- 


•042- 


665A-7 




7 


AppH 


5 


43 


71. 


7 


4572 


2 


us- 


10- 


•042- 


665A-4 


55ecriience 


4 


Appli 


6 


43 


71. 


7 


5069 


2 


us- 


10- 


•042- 


665A-5 


Seauence 


5, 


Appli 


7 


42 


70. 


0 


17 


2 


us- 


09- 


269- 


•921-7 


Seauence 


7 


Appli 


8 


42 


70. 


0 


138 


2 


us- 


08- 


•603- 


024-2 


Seauence 


2 


Appli 


9 


42 


70 . 


0 


139 


1 


us- 


08- 


£> J J 


877C-8 




a 
o / 


7\nn 1 "i 


10 


42 


70. 


0 


139 


1 


us- 


08- 


•253- 


877C-19 


Seauence 


19 . 


Ant>l 


11 


42 


70. 


0 


139 


1 


us- 


08- 


452- 


164A-8 


S eauence 


8 . 


Appli 


12 


42 


70. 


o 


139 


1 


us- 


08- 


•452- 


164A-19 




1 9 




13 


42 


70. 


0 


139 


2 


us- 


08- 


603- 


024-18 


S eauence 


18 


/\ppx 


14 


42 


70. 


0 


139 


2 


us- 


09- 


•355- 


925-7 


Seauence 


7 


Appli 


15 


42 


70. 


0 


139 


2 


us- 


09- 


355- 


925-8 


Seauence 


8 . 


Appli 


16 


42 


70. 


0 


139 


2 


us- 


08- 


450- 


809-14 


Seauence 


14 , 




17 


42 


70. 


0 


139 


2 


us- 


09- 


269- 


921-105 


Seauence 


105 


/ -^FP 


18 


42 


70. 


0 


139 


2 


us- 


09- 


•269- 


921-108 


Seauence 


108 


Ann 


19 


42 


70. 


0 


139 


2 


us- 


09- 


269- 


921-109 


W V— - VJ 1-4, X X W V- 


109 


Ann 


20 


42 


70. 


0 


139 


2 


us- 


09- 


269- 


921-110 


Seauence 


110 


Ann 
, >^pp 


21 


42 


70. 


o 


139 


2 


US- 


09- 


C \J ZJ 


971-111 

ZJ X 111 




ill 
in 


, App 


22 


42 


70 . 


0 


139 


2 


US- 


09- 


269- 


921-112 




JL J. C. 


Jinn 

/ ^pp 


23 


42 


70. 


0 


139 


2 


TJS- 


09- 


269- 


921-113 


Seauence 


113 


Ann 
, /\pp 


24 


42 


70. 


0 


139 


2 


us- 


09- 


269- 


921-114 


Seauence 


114 


Ann 
, Mpp 


25 


42 


70. 


0 


139 


2 


us- 


09- 


269- 


921-115 


Seauence 


115 


Ann 


26 


42 


70 . 


o 


139 


2 


us- 


09- 


269- 


921-116 




1 1 

llu 


/ ^PP 


27 


42 


70. 


o 


139 


2 


us- 


09- 


269- 


921-117 




1 1 7 
ii ' 


, APP 


28 


42 


70. 


0 


139 


2 


us- 


09- 


269- 


921-118 


Seauence 


118 


Ann 


29 


42 


70. 


o 


139 


2 


us- 


09- 


269- 


921-119 


Seauence 


119 
1 1 -> 


Ann 


30 


42 


70 . 


o 


139 


2 


us- 


09- 


269- 


921-120 


Seauence 


120 


Ann 


31 


42 


70. 


o 


139 


2 


us- 


09- 


269- 


921-121 


C VJ U c 


121 


Ann 
' ^FP 


32 


42 


70 . 


o 


139 


2 


us- 


09- 


269- 


9?l -1 ?? 

J Cm X. JL c. L. 


OCLJUCIIUC 


1 99 

ii.z. 


f A PP 


33 


42 


70. 


o 


139 


2 


us- 


09- 


269- 


921-123 


Seauence 


123 


Ann 
/ "FF 


34 


42 


70. 


o 


139 


2 


us- 


09- 


269- 


921-124 


Seauence 


124 


Ann 
/ rt FF 


35 


42 


70. 


o 


139 


2 


TJS- 


09- 


269- 


921-125 


Seau ence 


125 


, Mpp 


36 


42 


70. 


o 


139 


2 


us- 


09- 


269- 


921-126 


Seauence 


126 


Anr> 
/ App 


37 


42 


70. 


o 


139 


2 


us- 


09- 


269- 


921-127 


Q p rfi i a i-i <-» ^ 

►-> VJ U C llu c 


127 


Ann 
i rt FF 


38 


42 


70. 


o 


139 


2 


us- 


09- 


269- 


921-128 


Seauence 


128 


Ann 
/ rt FF 


39 


42 


70 . 


o 


249 


1 


us- 


08- 


797- 


689-18 


Seauence 


18 


Adtj 1 


40 


42 


70 . 


o 


249 


2 


us- 


09- 


984- 


186-18 


Seauence 


18 


Ann 1 


41 


42 


70. 


0 


249 


2 


us- 


10- 


237- 


866-18 


Seauence 


18 , 


Ann 1 


42 


42 


70. 


0 


249 


2 


us- 


10- 


702- 


636-18 


Seauence 


18 . 

X O / 


Annl 


43 


42 


70. 


o 


249 


2 


us- 


10- 


702- 


536-18 


Seauence 


18 

X O f 


Ann 1 


44 


42 


70. 


o 


364 


2 


us - 


08- 


896- 


537A-3 


S eauence 


3 


Appli 


45 


41 


68 . 


3 


122 


2 


us- 


08- 


767- 


128-4 


Seauence 


4 


Appli 


46 


40 


66. 


7 


1721 


2 


us- 


10- 


042- 


665A-6 






Ar* Til t 


47 


40 


66. 


7 


1875 


2 


us- 


10- 


042- 


665A-2 


Seauence 


2 . 


Appli 


48 


40 


66. 


7 


3413 


2 


us- 


10- 


042- 


665A-8 


Seauence 

*J w w unlive 




Appli 


49 


39 


65. 


o 


17 


1 


us - 


08- 


318- 


970B-7 


Seauence 


7 


Appli 


50 


39 


65 . 


o 


17 


1 


us- 


08- 


482- 


228-40 


Seauence 


40 


Ann 1 
Appx 


51 


39 


65 . 


0 


17 


1 


us- 


08- 


182- 


067-14 


Seauence 


14 


Ann 1 


52 


39 


65 . 


0 


17 


1 


us- 


08- 


465- 


313-14 


Seauence 


14 


Ann 1 


53 


39 


65 . 


o 


17 


2 


us- 


08- 


482- 


528-40 


Seauence 


40 


Ann 1 
^pp± 


54 


39 


65 . 


o 


17 


0 
c 


us - 


09- 


809- 


739-7 




7 


^vppx X 


55 


39 


65 . 


0 


17 


2 


us- 


09- 


378- 


967-14 


Seauence 


14 


Ann 1 
^ppx 


56 


39 


65. 


0 


134 


1 


us - 


08- 


137- 


117D-39 


S eauence 

W Si* v4 \-4. w X X W 


39. 


Ann! 


57 


39 


65. 


0 


134 


1 


US- 


08- 


436- 


717-39 


Seauence 


39 


Ann 1 
^ppx 


58 


39 


65. 


0 


139 


1 


US - 


08- 


039- 


198B-10 


Sequence 


10, 


AddI 


59 


39 


65. 


0 


139 


1 


us- 


08- 


182- 


067-10 


Sequence 


10, 


Appl 


60 


39 


65. 


0 


139 


1 


us- 


08- 


465- 


313-10 


Sequence 


10, 


Appl 


61 


39 


65. 


0 


139 


2 


us- 


09- 


809- 


739-5 


Sequence 


5, 


Appli 


62 


39 


65. 


0 


139 


2 


us- 


09- 


809- 


739-9 


Sequence 


9, 


Appli 


63 


39 


65. 


0 


139 


2 


us- 


09- 


378- 


967-10 


Sequence 


10, 


Appl 



http://es/ScoreAccessWeb/GetItem.acuon?AppId=10661366&seqId=58091 l&ItemName=us... 8/1 1/06 



SCORE Search Results Details for Application 10661366 and Search Result us- 10-661-3... Page 1 of 67 



SCORE Search Results Details for Application 
[10661366 and Search Result us-10-661-366-7.ra 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
7.rapbm. 

start 

Go Back to pre' 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



August 9, 2006, 09:01:05 



US-10-661-366-7 
60 

1 WIFPGDGSTK 10 



• Search time 21.3993 Seconds 
(without alignments) 
216.462 Million cell updates/sec 



BLOSUM62 
Gapop 10. 0 



Gapext 0.5 



2097797 seqs, 463214858 residues 



2097797 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

3: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5 : /EMC_CelerraJSIDS3/ptodata/2/pubpaa/US10B_PUBCOMB . pep : * 

6: /EMC_CelerraJ3IDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



Score 



% 

Query 

Match Length DB 



SUMMARIES 



ID 



Description 



1 60 100.0 10 5 US-10-661-366-7 

2 60 100.0 17 5 US-10-473-977-16 

3 60 100.0 119 5 US-10-473-977-67 



Sequence 7, Appli 
Sequence 16, Appl 
Sequence 67, Appl 



http://es/ScoreAccessWeb/GetIte^ 8/11/06 



SCORE Search Results Details for Application 10661366 and Search Result us- 10-66 1-3... Page 2 of 67 



4 


60 


100. 


0 


125 


5 


US- 10- 661-3 66-1 

JL v W V JL — ' V V -X 


Secruence 


1, 


Appli 


5 


57 


95. 


0 


17 


4 


US-10-307-27 6B-33 


t>J WU UW 1*V< ^ 


33, 


And 


6 


57 


95. 


0 


17 


6 


US- 11-0 61- 95 6-33 


Sscjuence 


33, 




7 


57 


95. 


0 


113 


4 


US- 10-307 -27 6B-3 


Sequence 


3, 


Appli 


8 


57 


95. 


o 


113 


4 


US-10-307-27 6B-5 


S eciuence 

w >-4 L4. V— 


5, 


Appli 


9 


57 


95. 


o 


113 


4 


US-10-307-27 6B-7 


Seouence 

•J V- L4 VJ* 1 X w W 


7 


Appli 


10 


57 


95. 


o 


113 


4 


US-10-307-27 6B-8 


V-^ U w 1 X w w 


8 . 


Appli 


11 


57 


95. 


o 


113 


4 


US-10-307-27 6B-9 




9 


Appli 


12 


57 


95. 


o 


113 


4 


US- 10- 307 -2 7 6B- 10 


Secruence 


in, 

X V / 


Annl 


13 


57 


95. 


o 


113 


4 


US-10-307-27 6B-11 




11 


AnTjl 
jnppx 


14 


57 


95 . 


o 


113 




US -11-0 61 -95 6-3 

VJ tj J- J- V V J. ,S «J VJ «J 




3 


ZXnril "i 


15 


57 


95. 


o 


113 


6 


US-11-061-956-5 


M UC11V> W 


5 


Appl i 


16 


57 


95. 


o 


113 


6 


US-11-061-956-7 


S ecruence 

fc-^ W \m4 U W 1 1 \ 


7 , 


Appli 


17 


57 


95. 


o 


113 


6 


US- 11-0 61 -956-8 

V hJ* JL JL V \mJ ^ *■/ «tjt V U 


tj w VJ U^llW W 


8 


Appl i 


18 


57 


95. 


o 


113 


6 


US-11-061-956-9 

V ^ JL JL V/ .JL O \J — / 


Seouencp 

o ^ vj u 1 1 1 o c; 


9 


Appl i 


19 


57 


95. 


o 


113 


6 


US- 11-0 61- 95 6- 10 


Seauence 


10, 

X \J f 


Anril 


20 


57 


95. 


o 


113 


6 


US- 11-0 61- 95 6-11 


Seauence 


11. 


Ann! 


21 


57 


95. 


o 


138 


2 


US -08 -779-784-31 


Seauence 


31 

J X , 


Ann 1 


22 


57 


95. 


o 


138 


4 


US- 10-010-72 9-67 


enii pnre 


67 


Ann 1 


23 


56 


93 . 


3 


118 


5 


US -10-537-061-7 


Q p rfi ipnrp 


7 


Appli 


24 


56 


93. 


3 


243 


4 


US -10-097-558-2 


^paupnrp 




Appli 


25 


56 


93 . 


3 


243 


4 


US- 10 -097-558-3 


^ pfiiienr'e 

►J V— UC11UC 


3 


Appli 


26 


56 


93 . 


3 


243 


5 


US- 10-505- 658 -2 


Spauenrp 


2 


Appl i 


27 


56 


93. 


3 


243 


5 


US -10- 505- 65 8-3 


Spauence 


3 


Appli 


28 


56 


93. 


3 


243 


5 


US- 10-537-061-2 


Spauencp 

*-> W VJ UV^l 1 V-* v^ 


2 


Appli 


29 


56 


93. 


3 


243 


5 


US- 10-537-061-3 


Seauence 


3, 


Appli 


30 


55 


91. 


7 


118 


3 


US-09-926-323-2 


Seauence 


2 


Appli 


31 


52 


86. 


7 


17 


6 


US- 11-130-206-31 


Seauence 


31 

JX , 


Annl 


32 


52 


86. 


7 


17 


6 


US -11-1 30-20 6-39 


^pniipnrp 


39 


Ann 1 


33 


52 


86. 


7 


20 


3 


US -09-839-44 7 A- 8 


S e auence 

V- VJ kJ Nw J. 1 V^ V— 


8 


Appli 


34 


52 


86. 


7 


20 


4 


US -10-153-271-8 


Seauence 


8 


Appl i 


35 


52 


86. 


7 


20 


4 


US -10-369-06 OA- 8 


S eauence 


8 


Appli 


36 


52 


86 . 


7 


20 


6 


US -11-188-18 7 A- 8 

VJ «J -L J_ 1 U U JL VJ / -f^. VJ 


Seauence 


R 

° / 


Annl i 


37 


52 


86. 


7 


119 


3 


US-09-839-447A-1 


S eauence 

kj V» VJ 1 1 Vj* W 


1 


Appl i 


38 


52 


86. 


7 


119 


4 


US- 10-112-788-1 


Seauence 

►j v— vj ut-nv^t 


1 


Appl i 


39 


52 


86. 


7 


119 


4 


US-10-112-788-3 


Seauence 


3 , 


Appli 


40 


52 


.86. 


7 


119 


4 


US-10-153-271-1 


Seauence 

fc— ' VJ VJ W I 1 w 


1 , 


Appli 


41 


52 


86. 


7 


119 


4 


US -10-369-06 OA- 1 


S eauence 

k-> v; vj uviiv>w 


1 


Appli 


42 


52 


86. 


7 


119 


4 


Us-10-435-614-1 


Seauence 

V Vj| V* V i IV V 


1. 


Appli 


43 


52 


86 . 


7 


119 


4 


US-10- 435-614-3 


Seauence 


3 


Appli 


44 


52 


86. 


7 


119 


4 


US-10- 68 9-921-5 


Seauence 


5 


Appli 


45 


52 


86. 


7 


119 


6 


US-11-188-187A-1 

VJ kj J. .L J- VJ V A. VJ / J. 


•-5 eauence 

*J ^VJ^VJViiAV^VZ 


1 


Appli 


4 6 


52 


86 . 


7 


194 


4 


US-10-112-788-10 

UiJ J. VJ J. J. £. > VJ VJ X VJ 


Cpnil pnpp 

kJ Vw VJ U Vw iiw Vi 


xu , 


Ann 1 
>\ppx 


47 


52 


86 . 


7 


194 


4 


US-10-435-614-16 


Seauence 


16 

X u , 


Ann 1 


48 


52 


86 . 


7 


241 


5 


US- 10- 902 -5 4 6-5 


Seauence 

•J V— UU V— 1 1 \ — V— 


5 


Appl i 


49 


52 


86. 


7 


241 


5 


US- 10- 902 -54 6-6 


Seauence 

kj vj uvnv>v^ 


6 


Appli 


50 


52 


86 . 


7 


246 


5 


US- 10-8 61 -617 -15 


Seauence 

hj C VJ UCll^C 


15 

X^J , 




51 


52 


86 . 


7 


24 6 


5 


US- 10-8 61 -61 7-1 7 


Cp«i i pnrp 


1 7 




52 


52 


86 . 


7 


261 


4 


US-10- 68 9-921-7 


Seauence 

' V LA W 1 X V w 


7 , 


Appli 


53 


52 


86. 


7 


281 


4 


Us- 10-112-788-9 


Seauence 

*kJ« V KM LA V 1 XV V 


9 , 


Appli 


54 


52 


86. 


7 


281 


4 


Us- 10- 4 35- 614 -15 


Seauence 


15 


Ann! 


55 


49 


81 . 


7 


17 


6 


US- 11-036-098-10 


Seauence 

kJ w VJ \J it J> V^ w 


10 

X u , 


Ann 1 


56 


49 


81 . 


7 


17 


6 


US-11-22 6-886-39 


Seauence 

kJ Vw VJ VJ ^ilV 


39 


Annl 


57 


49 


81 . 


7 


17 


6 


US-11-159-046-22 


Seauence 


22 


Ann 1 


58 


49 


81 . 


7 


103 


5 


US-10- 68 3-547-15 


Seauence 


15 

X J , 


Ann 1 


59 


49 


81 . 


7 


117 


5 


■ US- 10- 683-547-14 


Seauence 

fc-/ V \J VA V* A V V 


14 , 


Annl 


60 


49 


81. 


7 


118 


5 


US-10-683-547-12 


Sequence 


12, 


Appl 


61 


49 


81. 


7 


118 


5 


US-10-507-662-32 


Sequence 


32, 


Appl 


62 


49 


81. 


7 


118 


5 


US-10-507-662-33 


Sequence 


33, 


Appl 


63 


49 


81. 


7 


119 


6 


US-11-226-886-46 


Sequence 


46, 


Appl 


64 


49 


81. 


7 


119 


6 


US-11-159-046-12 


Sequence 


12, 


Appl 



http://es/ScoreAccessWeb/GetItem.action?AppId=10661366&seqId=580912&ItemName=us... 8/11/06 



SCORE Search Results Details for Application 10661366 and Search Result us- 10-66 1-3... Page 1 of 62 



SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
| 7,rapbn, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6< 

366-7. rapbn. 

start 

Go Back to previous 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 09:02:15 ; Search time 3.27645 Seconds 

(without alignments) 
205.442 Million cell updates/sec 

Title: US-10- 661-366-7 

Perfect score: 60 

Sequence: 1 WIFPGDGSTK 10 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 239914 seqs, 67312017 residues 

Total number of hits satisfying chosen parameters: 239914 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA_New: * 

1: /EMC_CelerraJ3IDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

3: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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A;Cross-references: UNIPROT:O83909; UNIPARC:UPI00000D32C4; GB:AE001262; GB:AE000520; 
4S cluster (Cys) (covalent) #status predicted F;706,752 / 755 / 758/Binding site: 4Fe-4S cluster (Cys 
#text_change 09-Jul-2004 C;Accession: A81294 R;Parkhill, J.; Wren, B.W.; Mungail, K.; Ketley, J.I 
A81294 A;Status: preliminary A;Molecule type: DNA A;Residues: 1-1186 A;Cross-references: UNIF 
Mismatches 1; Indels 0; Gaps 0; Qy 1 WIFPGDG 7 ||| ||| Db 966 WIFGGDG 972 RESULT 68 F8667 
Lactococcus lactis ssp. lactis IL1403. A;Reference number: A86625; MUID:21235186; PMID: 11337 
Conservative 0; Mismatches 1; Indels 0; Gaps 0; Qy 1 WIFPGDG 7 ||| ||| Db 956 WIFGGDG 962 R 
Conway, A.B.; Conway, A.R.; Creasy, T.H.; Dewar, K.; Dunn, P.; Etgu, P.; Feldblyum, T.V.; Feng, . 
W.C.; Osborne, B.L; Pai, G.; Peterson, J.; Pham, P.K.; Rizzo, M.; Rooney, T.; Rowley, D.; Sakano, 
A;MolecuIe type: DNA A;Residues: 1-1213 A; Cross-references: UNIPROT:Q9C6L3; UNIPARC:UPIO0 
C;Date: 04-Feb-2000 #sequence_revision 04-Feb-2000 #text_change 09-Jul-2004 C; Accession: T< 
Columbia; BAC clone F11C1 C;Genetics: A;Map position: 3 A;Introns: 53/3; 411/2; 1479/3; 1543/ 
C; Accession: S54912 R;Tomlinson, M.; Walter, G.; Cook, X.Y.Z.; Winter, G. submitted to the EMBL 
22; Matches 6; Conservative 1; Mismatches 1; Indels 0; Gaps 0; Qy 1 WIFPGDGS 8 || ||:|| Db 38 
PH1232; MUID:93018822; PMID: 1402653 A;Accession: PH1234 A;Molecule type: mRNA A;Residue 
Pred. No. 26; Matches 6; Conservative 1; Mismatches 2; Indels 0; Gaps 0; Qy 2 IFPGDGSTK 10 ||| 
A;Residues: 1-108 A;Cross-references: UNIPROT:P48375; UNIPARC:UPI000012A80C; EMBLZ490: 
IFPGDGST 9 | 1 1 1 1 1 1 Db 8 IAPGDGST 15 RESULT 74 S36257 Ig heavy chain V region (clone alpha-C 
A;Reference number: S36256; MUID:93178448; PMID:7679990 A;Accession: S36257 A;Status: pr 
6; Conservative 1; Mismatches 2; Indels 0; Gaps 0; Qy 2 IFPGDGSTK 10 |: || | || Db 51 IYPGDSDTI 
lymphocytes of a patient with sjoegren's syndrome. A;Reference number: PC4279; MUID:9723628 
Conservative 1; Mismatches 2; Indels 0; Gaps 0; Qy 2 IFPGDGSTK 10 1 1| || |: Db 51 IFPGDSQTR 5 
of a patient with sjoegren's syndrome. A;Reference number: PC4279; MUID:97236289; PMID:912! 
Conservative 1; Mismatches 2; Indels 0; Gaps 0; Qy 2 IFPGDGSTK 10 1 1| || |: Db 51 IFPGDSQTR 5 
transcripts from three unrelated patients with atopic dermatitis. A;Reference number: PH1409; MU 
Mismatches 2; Indels 0; Gaps 0; Qy 2 IFPGDGSTK 10 |:||| || Db 51 IYPGDSDTK 59 RESULT 78 Til 
A;Residues: 1-180 A; Cross-references: UNIPARC:UPI0000179EFB; EMBL:U40953; NID:gl072248; 
Streptomyces coelicolor C;Species: Streptomyces coelicolor C;Date: 03-Dec-1999 #sequence_revh 
GSPDB:GN00070; SCOEDB:SCC54.20 A;Experimental source: strain A3(2) C;Genetics: A;Gene: S( 
R;Rajakumar, K.; Jost, B.H.; Sasakawa, C; Okada, N.; Yoshikawa, M.; Adler, B. J. Bacteriol. 176, 
36; DB 2; Length 299; Best Local Similarity 55.6%; Pred. No. 78; Matches 5; Conservative 3; Misr 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



August 9, 2006, 08:00:49 ; Search time 3.92491 Seconds 

(without alignments) 
245.144 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-661-366-7 
60 

1 WIFPGDGSTK 10 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 
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Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : PIR_80:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4 : pir4 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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SCORE Search Results Details for Application 
10661366 and Search Result us-10-661-366- 
7,rup, 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-7. rup. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:46:18 ; Search time 30.2389 Seconds 

(without alignments) 
305.902 Million cell updates/sec 

Title: US-10-661-366-7 

Perfect score: 60 

Sequence: 1 WIFPGDGSTK 10 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 57 95.0 117 1 HV52J40USE P06327 mus musculu 

2 54 90.0 481 2 Q91WT1J40USE Q91wtl mus musculu 

3 52 86.7 147 2 Q925S3_M0USE Q925s3 mus musculu 

4 49 81.7 458 2 Q5BJZ2_RAT Q5b j z2 rattus norv 
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OM protein - protein search, using sw model 



Run on: August 9, 2006, 06:40:12 ; Search time 148.721 Seconds 

(without alignments) 
49.189 Million cell updates/sec 

Title: US-10-661-366-8 
Perfect score: 93 

Sequence: 1 SAYYRYDGSYYYAMDY 16 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 837128 



Minimum DB seq length: 0 
Maximum DB seq length: 15 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



Database : A__Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3 : geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s :* 

6: geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s :* 

9: geneseqp2005s : * 
10 : geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 07:02:53 ; Search time 39.3443 Seconds 

(without alignments) 
35.596 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



US-10-661-366-8 
93 

1 SAYYRYDGSYYYAMDY 16 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 249102 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep:* 

5: /EMC_Celerra_JSIDS3/ptodata/2/iaa/PCTUS_COMB.pep: * 

6: /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 



Score 



Query 

Match Length DB 



ID 



Description 



1 48.5 52.2 13 5 PCT-US93-08435-20 

2 48 51.6 14 2 US-10-226-795-35 



Sequence 20, Appl 
Sequence 35, Appl 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



August 9, 2006, 07:35:38 / Search time 127.213 Seconds 

(without alignments) 
58.260 Million cell updates/sec 



Title: US-10- 661-366-8 

Perfect score: 93 



Sequence : 
Scoring table: 



1 SAYYRYDGSYYYAMDY 16 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



395127 



Database 



Published_Applications_AA_Main: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 52 55.9 15 4 US-10-772-089-3 Sequence 3, Appli 

2 48 51.6 14 4 US-10-226-795-35 Sequence 35, Appl 

3 48 51.6 15 5 US-10-903-858-21 Sequence 21, Appl 
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Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-8. closed. rapbn. 

start 

Go Back to previous pag 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:36:48 ; Search time 20.1967 Seconds 

(without alignments) 
53.325 Million cell updates/sec 

Title: US-10-661-366-8 
Perfect score: 93 

Sequence: 1 SAYYRYDGSYYYAMDY 16 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 239914 seqs, 67312017 residues 

Total number of hits satisfying chosen parameters: 27373 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : Published_Applications_AA_New: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 

2 : /EMC^Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

3 : /EMC_CelerraJSIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 

4 : /EMC_CelerraJ5IDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5 : /EMC_CelerraJ3IDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_CelerraJ3IDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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No . 


SCOJTS 


Match 


XjCIIW, 


LfD 


TD 

X L/ 


Description 


1 


38 . 5 


41. 


4 


11 


7 


nQ_ll-301-373-5 

\J O XX <JU1 O / O sj 


Sequence 


5, Appli 


2 


36 


38. 


7 


11 




US-10-484-105-5 


Sequence 


5, Appli 


3 


36 


38. 


7 


14 


7 


US-1 1-121-282-4 3 

W O XX X X C. \J TO 


Sequence 


43, Appl 


4 


33 


35. 


5 


10 




US-1 0-53 7-642-74 

WO X W -J -J 1 U T t. / *I 


Sequence 


74, Appl 


5 


33 


35. 


5 


11 


6 


US-10-542-508-9 


Sequence 


9, Appli 


6 


33 


35. 


5 


11 


7 


US- 1 1-1 96-9 17 A-l 5? 


Sequence 


152, App 


7 


33 


35. 


5 


13 


7 


US-11-121-282-44 


Sequence 


44, Appl 


ft 


31 5 


33. 


9 


l 3 


7 


TIC— 1 1 -0Q4— 1 39-4 5 

Uo XX UZ? 4 ! - iJt - *JO 


Sequence 


45, Appl 


q 

Z) 


3 1 

O J. 


33. 


3 


Q 


7 


TTQ— 1 1 _0d 0_fi1 7_*5ft 


Sequence 


38, Appl 


X w 


3 1 

O X 


33. 


3 


1 1 
X X 


(z 


UoxUOIZOUOO 


Sequence 


6, Appli 


1 1 


31 
O X 


33. 


3 


1 1 
X X 


c. 

D 




Sequence 


42, Appl 


12 


31 


33. 


3 


11 


7 


ttq - 1 1-949-fi17-110 

L/O XX l1£ OX/ 11U 


Sequence 


110, App 


13 


30 


32. 


3 


1 1 
X X 


fi 
O 


ttc-I n-R49-^0ft-9fi 


Sequence 


2 6, Appl 


14 


30 


32. 


3 


11 


fi 

O 


TI c ?-in-S49-Sn8-^S 

VJ O X VJ J *1 ^. JUO OJ 


Sequence 


35, Appl 


15 


30 


32. 


3 


11 




US-1 0-549- 68 2-43 

WO XW WM£. W O ^. T -J 


Sequence 


43, Appl 


16 


29.5 


31. 


7 


i t; 

X vJ 


7 


UO XX XZ7Q Z? ± I r\ X/X 


Sequence 


171, App 


17 


29 

C Zf 


31. 


2 


1 0 

X W 


fi 

o 


TIS-1 n-^49-fiR9-3fi 


Sequence 


36, Appl 


1 ft 

J- o 


9 Q 


31. 


2 


1 1 

X X 


7 




Sequence 


113, App 


19 


2 9 


31. 


2 


X X 


7 


HQ— 1 1 -1 Qfi_Q1 72X-1 R4 

WO XX X -7 D I7X / J-\- X W *a 


Sequence 


154, App 


20 


2 9 


31. 


2 


1 4 

X " 


fi 

O 


HQ— 1 H-QQ1 - "5HQR-7? 

WO XW ^ 27 X OU27D /O 


Sequence 


73, Appl 


21 


98 


30. 


1, 


X X 


7 


TTQ-1 1 _ 1 Qfi_Q1 7li-fi 
Uo XX 15D"7l / r\ D 


Sequence 


6, Appli 


22 


28 


30. 


1 


1 1 

X X 


7 


TTQ-1 1-1 Qfi_Q1 72X-7 
WO XX X-7D -7X f f\ 1 


Sequence 


7, Appli 


23 


28 


30. 


1 


1 1 

X X 


7 


TTQ— 1 1-1 Qfi-QI 72X-ft 
Wo XX X-7D -7X/ r\ O 


Sequence 


8, Appli 


24 


28 


30. 


1 


11 


7 


TTQ— 1 1-1 Qfi_Q1 7fi_1 1 4 
WO XX X Zj U Zf X X X *3 


Sequence 


114, App 


25 


28 


30. 


1 


X X 


7 


TTQ-1 1-1 Qfi-QI 7ZV-1 9\ 

WO XX X Z> O ^X / -r\ X Z. o 


Sequence 


123, App 


26 


28 


30. 


1 


11 


7 


TjQ-1 1-1 Qfi-QI 7A-1 94 

WO XX X -> \J Z> X / X Z. 1 


Sequence 


124, App 


27 


28 


30. 


1 


11 


7 


ttq-1 1-1 Qfi-QI 7a-1 9S 

UO XX X -7 D -7 X 1l J 


Sequence 


125, App 


28 


28 


30. 


1 


11 


7 


ttq-1 1-1 Qfi-QI 7A-1 49 

WO XX X ^ U Z7 A. I -T\ llL 


Sequence 


142, App 


29 


28 


30. 


1 


11 


7 


ttq — 1 1-1Qfi-Q17a-143 

WO XX 1 JO Z7 X / rA. 11 J 


Sequence 


143, App 


30 


28 


30. 


1 


1 1 

X X 


7 


TTQ- ll-IQfi-Q^n-l 1 ^ 

WO XX 1 JO Z* ± I r\ 1JO 


Sequence 


153, App 


31 


9 ft 


30. 


1 


1 5 

X yj 


7 


TTQ-1 1 -1 Qfi-QI 7Z1-1 79 
Uo XX IjD j! //\ X /Z 


Sequence 


172, App 


32 


28 


30. 


1 


1 5 

X «J 


7 


TTQ-1 1 -1 Qfi-Q1 721-1 73 

WO XX X _7 D -7X/ M. X / O 


Sequence 


173, App 


33 


27 . 5 


29. 


6 


1 1 

X X 


7 


TTQ— 1 1 -1 Qfi_Q1 77i_1 *31 
Wo XX 13D~51 f t\ 1j1 


Sequence 


131, App 


34 


27 . 5 


29. 


6 


1 1 

X X 


7 


TTQ-1 1-3D1 - 373-3^ 
WO XX OWX O / O O «3 


Sequence 


35, Appl 


35 


27 


29. 


0 


Q 
z> 


7 


ttq-1 1 - 9fi3-930-1 4Q^ 

WO XX £WO Z. O W X H y o 


Sequence 


1495, Ap 


36 


97 


29. 


0 


1 1 

X X 


7 


TTQ— 1 1—1 Qfi_Q1 72l_1 90 
U3 11 IjO 31 / J-\ l^Z 


Sequence 


122, App 


37 


27 


29. 


0 


11 


7 


US-1 1-1 Qfi-QI 7ZX-1 3fi 

WO XX X Z/ \J Z/ x / i-v X o W 


Sequence 


136, App 


38 


27 


29. 


0 


11 


7 


US-1 1-1 Qfi-QI 7A-1 fi3 

WO XX X Z> \J Z? X / rA. XQO 


Sequence 


163, App 


39 


27 


29. 


0 


1 9 

X 


fi 

o 


tIQ-1 D-QQ1 - 30QR-4fi 

WO XW _7 Z> X OW^Ij *l d 


Sequence 


4 6 , Appl 


40 


21 


29. 


0 


1 3 

X J 


7 


ttq-1 1-954-1 89-fi9 

WO XX L. *J *l X O Z, 


Sequence 


62, Appl 


41 


27 


29. 


0 


13 


7 


ttq-1 1-1Dfi-7fi9-1 fi 

WO XX XWw / D <C ID 


Sequence 


16, Appl 


42 


27 


29. 


0 


13 


7 


ttq-1 1 - 31 3-3Rfi-1 Q 

WO XX OXO OOW X-7 


Sequence 


19, Appl 


43 


27 


29. 


0 


1 3 

X o 


7 


TTQ— 1 1 - 9Q1 - fiQPA- c i9 

WO XX c~ Z* X OJOn 


Sequence 


52, Appl 


44 


97 


29. 


0 


1 4 

X 1 


O 


HQ— 1 D-4QQ— 9fifi— 1 7 

WO X U 1 -7 -7 Z, w D 1 f 


Sequence 


17, Appl 


4 5 


91 


29. 


0 


1 5 

X 3 


D 


TTQ— 1 fl — QP4 — 4T3_ 01 
Uo 1U -704 - *J lo c. 1 


Sequence 


27, Appl 


4 fi 

*l O 


91 


29. 


0 


1 5 

X -J 


7 


TTQ— 1 1 _ 1 Qfi_Q1 7A-1 7ft 
Uo 11 13D~31 /H"l / 0 


Sequence 


178, App 


47 


9f> S 


28. 


5 


. 1 1 

• X X 


7 


TTQ— 1 1 _1 Qfi— Q1 7A-1 1 ft 
Uo 11 13D~31 /H""llo 


Sequence 


118, App 


48 


26.5 


28. 


5 


11 


7 


TTQ-1 1-3Qn-77^-fifi 

WO XX O^W / / Zj DD 


Sequence 


66, Appl 


4 Q 


9 5 
ZD. O 


28. 


5 


X o 


7 
1 


ttq i i nci q a i onn 
Uo- XX-UdX — ofl X — / / 


Sequence 


277, App 


50 




28. 


0 


7 


fi 

O 


ttq-1 n-S3Q-409-1 03 

WO XW O O -7 4Ufc 1UO 


Sequence 


103, App 


51 


26 


28. 


0 


7 


fi 


US- 1 0-S99-08fi-9Q 

WO XW -J £. WOO Z. -7 


Sequence 


29, Appl 


52 


9 fi 


28. 


0 


Q 

-7 


O 


TTQ— 1 0— 537 — fi49 — 7=; 
Uo XU / Dt^ / j 


Sequence 


75, Appl 


53 


26 


28. 


0 


1 1 

X X 


o 


TIQ-1 0-540-431 - 9 
Uo XU o*iU *loX £. 


Sequence 


2, Appli 


54 


26 


28. 


0 


11 


6 


US-10-542-508-1 1 

\J uJ X W ^ "J £. «J W O X X 


Sequence 


11, Appl 


55 


26 


28. 


0 


11 


6 


US-10-542-508-14 


Sequence 


14, Appl 


56 


26 


28. 


0 


11 


6 


US-10-542-508-24 


Sequence 


24, Appl 


57 


26 


28. 


0 


11 


6 


US-10-542-508-30 


Sequence 


30, Appl 


58 


26 


28. 


0 


11 


6 


US-10-542-508-32 


Sequence 


32, Appl 


59 


26 


28. 


0 


11 


6 


US-10-542-508-36 


Sequence 


36, Appl 
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| SCORE Searc 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
start 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



August 9, 2006, 06:51:47 ; Search time 22.0328 Seconds 

(without alignments) 
69.872 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-10-661-366-8 
93 

1 SAYYRYDGSYYYAMDY 16 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 2523 

Minimum DB seq length: 0 
Maximum DB seq length: 15 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 



Database : PIR 80:* 



1: 


pirl : * 


2: 


pir2 : * 


3: 


pir3: * 


4 : 


pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


50 


53.8 


14 


2 


PH1608 


ig 


H 


chain 


V-D-J 


r 


2 


47.5 


51.1 


15 


2 


PH1610 


ig 


H 


chain 


V-D-J 


r 


3 


45 


48.4 


12 


2 


PH1606 


ig 


H 


chain 


V-D-J 


r 


4 


45 


48.4 


14 


2 


PH1597 


ig 


H 


chain 


V-D-J 


r 


5 


43 


46.2 


13 


2 


PH1596 


ig 


H 


chain 


V-D-J 


r 


6 


43 


46.2 


14 


2 


PH1601 


ig 


H 


chain 


V-D-J 


r 


7 


38.5 


41.4 


15 


2 


PH1582 


ig 


H 


chain 


V-D-J 


r 


8 


38 


40.9 


13 


2 


PH1593 


ig 


H 


chain 


V-D-J 


r 
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9 


36 


7R 7 

JO > / 


1 1 

X X 


0 

c. 


PHI £79 
IT flX D jZ 


Xy n cnaxn v u u x 


10 


36 


7R 7 


1 4 

X *i 


0 


PHI fil ^ 

irnx oxo 


Xy n CflaXn V U u x 


11 


33 


35 . 5 


14 


9 


PT09 S9 


xy Heavy Liiain ^r\x> 


12 


32 . 5 


34 . 9 


14 


9 


PHI Sft 6 


xy n Liiaiii v u u x 


13 


30 . 5 


19 f) 

«J Cm • O 


1 4 

X *i 


9 


PHI £9 7 


xy n cnain v — u u x 


14 


29.5 


31 . 7 


X -J 


9 


PHI 671 


Trr H rhain \f— H — ,T r- 

xy n cnain v~u u x 


15 


29 


31 . 2 


12 


2 


PH1587 


Tn H rhflin V-D-.T r 
xy n ^uain v u 0 x 


16 


29 


31 . 2 


13 


2 


PH1595 


Trr H rhai n V— H — .T r 
xy n L>iiaxii v u u x 


17 


2 9 


31 . 2 


14 


2 


PHI 61 4 


Trr H rhai n V— n — .T r 

xy n L-iicixxi v u 0 x 


18 


9 9 


71 9 

O X . Cm 


1 4 

X 4 


c. 


PHI fil 7 


Tn H /-Via i n \T V\— T r- 

xy n cnaxn v— u— o x 


1 9 

X Zf 




7n 


1 4 

X 4 


9 


PTD9 7 9 


xy neavy cnaxn lku 


20 


27 5 


2 9.6 


9 


9 


O O O O J u 


xy neavy cnaxn v x 


21 


91 


99 n 


1 9 

X £, 


9 


0 6 JU JO 


xy neavy cnaxn m 


22 


21 


29.0 


12 

X c 


9 


PHI ^94 


Trr ri^aww r>r»a "i n T^.T 

xy iiccivy cnaxn uu 


23 


27 


29.0 


1 9 

X c 


9 


PHI fil 1 
rnx u x x 


Trr H rVtai n "\/_n— T r- 

xy n cnaxn v"U o x 


24 


25 . 5 


27 . 4 


12 


2 


PH1605 


Trr H rhpin V-D-.T r 
xy n Liiaiii v L/ u x 


25 


25 . 5 


27 . 4 


14 


2 


PHI S9R 


Trr H rhain \/_ n — .T r- 
xy n Liiaiii v u u x 


26 


25 


?6 9 


Q 
O 


9 


fiR 79 ^ 
0 0 0 0 1. j 


ijxucjci ccii protein 


27 


25 


26 . 9 


13 


9 


^477SR 

O *i f J JO 


1 ten anuxyen xec 


L. O 


9 7 

C. o 


9 A 7 


q 


0 
& 


O / U«3 j 4 


endosperm, protein, 


29 


23 


24 . 7 


9 


2 


DS744 4 


IlCUIUpcpLlUc IjIJj n 


30 


23 


94 7 


1 4 

X *S 


9 


PT09 4 
r luc Ji 


iy neavy cnain cku 


71 


? 7 


94 7 

Cm 4 • # 


X J 


0 


PHI 71 Q 
rnx 0 X ^ 


iy neavy cnain uj 


32 


22 . 5 


94 9 


1 4 

X T 


1 
X 


MYPfZl 4 
n 1 rui t 


nypuLnaidiuic cecxa 


33 


22 


23 . 7 


7 


2 


PC2132 


£ 1 ilx i. allLJ-UC X CIO 


74 


Cm Cm 


23 . 7 


Q 


c. 


r lu^o j 


xy neavy cnain cku 


35 


99 

C Cm 


23.7 


1 n 

X u 




PTH9 Q 1 
r ji 


iy neavy cnain ckjj 


36 


99 

Cm C 


91 7 


1 0 
X u 


9 


PHI SQ9 
rnx *jzj Cm 


Trr H rV\ai n \T— Fl— T v 

iy n cnain v u-u x 


77 


9 9 

Cm c. 


?7 7 


X u 


9 


P77Q79 

£ JJ7J6 


iy inu cnain j regi 


7fi 


99 

Cm Cm 


91 1 

Cm O • / 


1 1 

X X 


9 


O DO O J *L 


n.T — cranspox ciny tw 


39 


22 


23 . 7 


11 


2 


PH1600 


Icr H chain V-D-J r 

xy xi >— x 1 ci x 1 1 v x/ u x 


40 


22 


23 . 7 


1 9 

X c 


9 


PHI SRI 
rnx joi 


Trr H rhai n \l— n — .T r 

xy n cnain v u u x 


41 


22 


23 . 7 


13 


2 


PHI 585 
r n x -j 0 j 


T« H rhain \7"— n — .T r 
xy n oiiaxii v u u x 


42 


99 


91 1 

Cm O m 1 


1 4 

X 4 


9 


q 7QQ7 1 


O allclc~aSSOClatc 


43 


99 


91 7 


X J 


9 


pun ci 0 
rnx 01 j 


Trr H rhai n \r_n_ T y* 

iy n cnain V"U u x 


44 


22 


23 . 7 


X J 


9 


r x v \j zj x 


LlallopOl cmy LW 


45 


9~\ S 


?7 1 


X -J 


9 


PHI 766 
rnx 000 


Trr he nnf pV>a i n TlT 

xy neavy cnain uj 


46 


21 


22 . 6 


9 


2 


S70779 


pnH aci^p rm v% v~ r\ +* 0 *i n 
CllUUoUCllll piutclllf 


47 


21 
x 


99 fi 


X \J 


9 


PT094 7 

ri ULT J 


xy riedvy cnain ckjj 


48 




22 . 6 


10 


9 


PP4 4 4 9 


\ j 4~ r\ V» v f\Tn a r ^ ^ 7 _ 
Ly LUCIll Uillc J D 0 


4 9 


C. X 


99 

Cm Cm * O 


1 1 

X X 


9 


PTO 7H 9 


iy neavy cnain cku 


50 


2 1 


22 . 6 


12 


9 


S47791 

O *1 / j Zf X 


T_pal 1 a r-> ^- ■> iron >- 0 r 

1 cell aiitiy cn let 


51 


9 1 


99 6 

£ Cm • \J 


1 9 

X £. 


9 


^4779 5 
0 *i / j j j 


1 ceii anciyen xec 


52 


21 


22 . 6 


13 


2 


S47372 


1 ten aiiLiycn xec 


S7 


9 1 


99 


1 1 

X 0 


9 


04 / 0 0 4 


1 ceii anuiyen xec 


S4 
«j 4 


c. X 


99 


1 4 
X 4 


9 


c: qoon 
jj33jU 


o~ allele aSSOClaCc 




C. x 


9 9 


1 4 
X4 


9 

c. 


uj j USD 


O 1 /I «* /"\ r\ 4* "i j^r a v% / v r 

zm\ exoancigen \v 




£. X 


99 


1 4 
X 4 


9 


PT09 Q 4 


iy neavy cnain ckd 


57 


21 


22 . 6 


15 


2 


PHI 76 5 


Trr H<5»a\/\7 rha i n Tl.T 
xy nca vy cixaiii uu 


58 


21 


22 . 6 


15 


2 


S4738 7 


j. ceii aiiLiucii xec 


59 


?n 
\j 


91 S 


Q 
0 


9 




inn! inaco t "WC* 7 0 
inuilllabe V HiC J . Z . 


60 


20 


21 . 5 


9 


2 


S10784 


pnampl 1 n i — Howi n 
ciiciiuexx 11 x uu viii 


61 




21.5 


1 1 

X X 


9 

Cm 


R4 1 94 


1 cexx xecepuox ya 


62 


20 


21 . 5 


12 


2 


PN017 0 


a 1 r* 0 Vi ri 1 v/H rnrt on 
aiuuiiui uciiyui vj^ cu 


63 


20 


21 . 5 


13 


2 


S47371 


T p> a 1 "1 an^i rr^n roc* 

1 cexx diicxyeii xec 


64 


20 


21 . 5 


14 


2 


A58963 


ul^llu VfVlivtUAlil vl 1 


65 


20 


21.5 


15 


2 


A48372 


benzoyl-CoA ligase 


66 


20 


21.5 


15 


2 


A56970 


GLYMA1 - soybean ( 


67 


20 


21.5 


15 


2 


S65429 


pyrogallol hydroxy 


68 


19 


20.4 


7 


4 


156695 


hypothetical L2 pr 


69 


19 


20.4 


9 


2 


A37027 


macrophage chemota 
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661-366-8. closed. rup. 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 9, 2006, 06:40:52 ; Search time 178.361 Seconds 

(without alignments) 
82.979 Million cell updates/sec 

Title : US-10-661-366-8 
Perfect score: 93 

Sequence: 1 SAYYRYDGSYYYAMDY 16 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 8966 



Minimum DB seq length: 0 
Maximum DB seq length: 15 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 500 summaries 

Database : UniProt_7 . 2 : * 

1: uniprot_sprot : * 
2: uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length DB 


ID 


Description 


1 


37 


39.8 


10 2 


Q53VQ3_MOUSE 


Q53vq3 mus musculu 


2 


36 


38.7 


11 2 


Q53VR4_MOUSE 


Q53vr4 mus musculu 


3 


33 


35.5 


10 2 


Q53VQ7J40USE 


Q53vq7 mus musculu 


4 


31 


33.3 


15 2 


P93516_ARATH 


P93516 arabidopsis 
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5 


30 


32 


. 3 


11 


2 


053V06 MOUSE 


ij j vvjy 


miic mil^Plllll 

1LIU>3 1UUjV«UXU 


6 


28 


30 


. 1 


10 


2 


053VR1 MOUSE 

yj J Vl\l 1 Iv V/ O U 


v^ J -j v i l 


ILlLlo lllUi v_ Ul u 


7 


28 


30 


. 1 


13 


2 


07S2J9 NEUCR 


Q7s2 j 9 


UCUl u>9 yj W L U 


8 


26 


28 


. 0 


11 


2 






ydiiub ydxx 


9 


26 


28 


. 0 


15 


1 

X 


tin 4 MAT7.E 


IT O UDtU 


^t:a ludy b \i\x 


10 


26 


28 


. 0 


15 


2 


P935T5 ARATH 


P93515 
r ^ j ji j 


ax auiuupDi o 


11 


25 


26 


t 9 


8 


2 


07NPT.7 QA^PT 


y^f /hi ox / 


3 O 1 f~\ T 3 <^ Q 1*" 


12 


25 


26 


. 9 


11 


9 

&• 


OQUP4fi HUMAN 


OQi ir 4 ^ 
y"UC4 D 


V^i Yr\ c a >^ *J a t*i 

nuiuvj bdpicn 


13 


24 


25 


. 8 


10 


1 


UH05 RAT 


P56573 

t J U J / J 


1 u L L U J 11U1 v 


14 


24 


25 


. 8 




i 

X 


ULic x vj 


cO U / 0 X 




15 


23 


24 


% 7 


9 


L. 


07M*3Nfi CRYRT 

\l 1 11 0 IN VJ UAXDl 


Him "3n^ 


/*i y* X7 ~\ 1 iic V^im 

yi yiiub jjxiu 


16 


23 


24 


. 7 


11 


1 


ASL1 BACSE 


P8314 6 


V\a/- , 't"P>r*oi Hoc; 
uav* LCI VJXVXCO 


17 


23 


24 


. 7 


13 


1 


ADFB TENMO 


P83109 


4-^ri<aViK"i r» mo 

LC11CJJ1 XVV lllVJ 


18 


23 


24 


. 7 


15 


2 


04X8J7 PTiACH 


n4xfi-i 7 


LJXCl OlLlVJVJX U.111 


19 


22 . 5 


24 


. 2 


14 


1 


HY14 PIG 


P01155 


o u j oLiuia 


20 


22 


23 


. 7 


7 


1 


FAR 3 HAECO 


PR1 ?Qft 


iiatriiivjiiv^iiuo 


21 


22 


23 


m 7 


7 


i 

X 


£ ^t-Ta O It ?t1N In Hi 


P41 R74 

1*1 X O / T 


pdlldCjlcllUb 


22 


22 


23 


. 7 


8 


2 


04X617 PLACH 


04x61 7 


Til a cmoHi iiTii 
kyxct oiuvjvux vxiLi 


23 


22 


23 


m 7 




c 


OS4 9 1 7 CJTAFP 


PjS4 9 1 7 


s Lapnyiococ 


24 


22 


23 


f 7 


11 


9 


O70Y64 QT.AMT 

y / Ulwl .7 XxrtT'lX 


* u y d *i 


y-> 1 6ph t*ant"Kn 

piecLr dncnu 


25 


22 


23 


. 7 


11 


2 


yjj j j v r\ vj i*ivj u j£j 




1UU.O JUUbLUlU 


2 6 


22 


23 


# 7 


12 


1 


PWP1 ^ PHAVTT 


PRD77 9 


Vl 3 C O A 1 IIO IT 

pildocUlUb V 


27 


22 


23 


. 7 


X l. 


l. 


y r ac aj iXLrvxvj 


07 r f v 5 

y / X IaJ 


P X, a o IllVJ U X UIU 


28 


22 


23 


. 7 


13 


i 

X 
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tUIlUb lUvJllXX 


29 


22 


23 
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13 


2 


077.T9R MOT FT. 
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07 7t* 9 fl 

\> 1 L. L.L. O 
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UlULdLllld X 


30 


22 


23 


. 7 


13 


2 


07ZT29 MOTCT 


n7 yf- ? q 

\J l L, \~L. J 


mntap i 11a r* 


31 


22 


23 


, 7 


13 


2 


07ZZT4 MOTFL 
\t ' *j x n 1 1 w 1 £ u 


VJ_ / ^ Z X 1 


mni"api 1 1 a "F 

1LIU LQLllla X 


32 


22 


23 


# 7 


13 


2 


0777.TS MOT FT. 

/ Li Li X -J 1 1 VJ 1£ 11 


V^ / 6 6l J 


IllULdLllld X 


33 


22 


23 


m 7 


13 


9 


077.7.T7 MOTFT. 
y / 6ui / 1 ivj x r xi 


n7 77i7 

\) 1 L. L, 1. 1 


lUULdClXXd X 


34 


22 


23 


. 7 


13 


? 


07 7 7Tft MOTET. 
^ / 66XO i Ivy 1 £ li 




IllVJ LdLllld X 


35 


22 


23 


. 7 


13 


2 


07 7 7 JO MOTFT. 


n7 771 n 


nint* a n 1 1 a "f* 

UIU LdLlXla X 


36 


22 


23 


. 7 


13 


2 


0777J1 MOTFL 


07 7 7"i 1 

V^ / L b J 1 


TnriTar*"i11a "P 
iiivj Laoiiia x 


^7 






7 


X o 


9 


n"7 7 7.T"3 MHTTTT 
V ' uOUO l v lvj 1 £ xi 


Pi 7 t *7 ~i *5 
y / ZZ J J 
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mOtaCllla x 


38 


22 


23 


m 7 


x o 


? 


07 7 7..T4 MOTPT 
v^ / Lx u u *i i v ivj 1^1 


Pi 7 *7 ~\ L\ 


mnfari 11a 
IHULdlllld C 


39 


22 


23 


. 7 


13 


2 


0777JS MOTPT 

V^ / Li Ll*J *J rlU J. U 1 


P)7 771^ 
V^ / iLj J 


mrthari 11a r* 
ULU LdLXXXd v^ 


40 


22 


23 


.7 


13 


2 


07ZZJ6 9PASS 


07 2 zi 6 


Clll LUUO l a L 


41 


22 


23 


. 7 


14 


2 


07M261 PYRPY 
v^f / 1 1^, vj x n An 


07m? 61 

V^ / iWL. VJX 


pyius pyi xi 


42 

*1 L. 


22 


23 


t 7 


X -J 


n 

X 


UPD1 METAM 


pfl 94 40 


Til A T" a V r"t T 7 l 11 nrt 

IUc t a. X m Z X UlTL 


43 


22 


23 


. 7 


15 


2 
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^ ' 1U11 Vrf^TJil £ f\ 


Q7 luil 


/~> >-\ "i c f aTn-i 1 
oailXb XdlUXX 


44 


22 


23 


, 7 


15 


2 


O^^AFfi ORY^A 


O? ^3 f 
Oal O 


OT*\7*7a eaf 1 

vjxy^d dallv 


45 


21 


22 


. 6 


10 


2 


07RST4 PT.AYO 


V^ # X SX1 


Til a ^moH i nTTi 
kyxa oiuvjvax uiii 


4 6 


? 1 

X 


99 

c. L. 


a. 
. \j 


1 n 

X u 


9 


O7M0M6 nircnr 


V ' IUUIUD 


vies Ux lOVlDl 


47 




99 

L\ L\ 




1 1 

X X 


1 
X 


PAP49 T.TTPT 


PR90Q9 

CO C.\JJL. 


llLOild Clt 


48 


21 


22 


. 6 


12 


2 


04X448 PLACH 


Q4x4 48 


Til a«tmoH"i nm 
kyxa a iiivj ui vxiu 


49 


21 


22 


. 6 


12 


2 


041856 MAIZE 


Q41856 


7pa mau^ ( m 

£• w Q mu y J \ ill 


50 


21 


22 


. 6 


13 


2 


O50L81 9DIPT 


050181 


ui uuiixx a 


51 


21 


22 


. 6 


13 


2 


071A29 PTR 


Q71a29 


olio on vj i d 


52 


21 


22 


. 6 


14 


1 


GSTE1 PSEPTI 


P82996 


UVJVJlLlVJllCt o 


53 


21 


22 


. 6 


14 


2 


O50L7 6 DROAN 


O50176 


rfTn^OTiTlT 1 a 

ui u j u^/iiix a 


S4 


9 1 

C. X 


99 

L. L. 


• vj 


1 4 

X *■» 




O70YQ1 QT.AMT 




pid UUS UvJlila 


55 


21 


22 


. 6 


14 


2 


054394 STRLT 


OS4^94 

V^ J T O ^ *4 


cj T t Ti T om \/re 
3 i~ i c ky v^vjuiy v^e 


56 


21 


22 


. 6 


15 


2 


06TAR1 HUMAN 
\^ v x iTi\ x n vj i ir^iN 


VJ_ VJ Id X X 


xivjiuvj oapxcii 


57 


21 


22 


. 6 


15 


2 


09UJ51 HUMAN 
yjuu ji n vj i irtjxj 


v^^ t* J J X 


K om r> eani pn 
iivjiuvj sapxen 


58 


21 


22 


. 6 


1 5 

X — ' 


2 


0?XT?1 PHTPK" 
y^Aiii v-»n x v>r\ 


V^^ J\ \~L. X 


na 1 1 nc «a 1 1 
vj a. x x uio yaxx 


59 


20 . 5 


22 


. 0 


11 


1 


CAE 41 LTTCT 

v/ruj t i xj x x \^ x 


P82091 


1 "i hnri a r'H'h 

XXV-VJXXd Ul L 


60 


20 


21 


. 5 


3 


2 


07M4U4 A9PET 

\£ f 1 11 *J *i rtO t E X 


Pi7tti 4 ii 4 
V^ 1 ill*i Lll 


acnprni 1 1 nc 
dbpciyiiiuj 


61 


20 


21 


.5 


8 


2 


Q68LF1~9PASS 


Q681fl 


myrmotherul 


62 


20 


21 


.5 


8 


2 


Q68LG3_9PASS 


Q681g3 


sakesphorus 


63 


20 


21 


.5 


9 


2 


Q7M2M7_BOVIN 


Q7m2m7 


bos taurus 


64 


20 


21 


.5 


10 


1 


AMPN__HELAM 


P81731 


helicoverpa 


65 


20 


21 


.5 


11 


2 


Q7ZZI6_MOTFL 


Q7zzi6 


motacilla f 



http://es/ScoreAccessWeb/GetItem.action?AppId=10661366&seqId=580925«&ItemName=us... 8/11/06 



SCORE Search Results Details for Application 10661366 and Search Result us- 10-66 1-3... Page 1 of 109 



| SCORE Search Results Details for Application 
j 10661366 and Search Result us-10-661-366- 
| 8. rag, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 

661-366-8. rag. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:45:18 / Search time 40.4096 Seconds 

(without alignments) 
181.033 Million cell updates/sec 

Title: US-10-661-366-8 
Perfect score: 93 

Sequence: 1 SAYYRYDGSYYYAMDY 16 

Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 2589679 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing : 



Minimum Match 
Maximum Match 
Listing first 



0% 

100% 

1000 summaries 



Database : A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 
10 : geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total spore distribution. 



SUMMARIES • 
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% 

Result Query 



No . 


Score 


Match 


Lencrfch 


DB 


ID 


Description 


1 


93 


100 


.0 


16 


9 


ADY75173 


Ady75173 


Antibody 


2 


93 


100 


.0 


125 


9 


ADY75166 


Ady75166 


Antibody 


3 


65 


69 


. 9 


59 




ABU5 6843 


Abu56843 


BoNT/A He 


4 


65 


69 


.9 


125 


8 


ADR38 64 6 


Adr38646 


Mouse hea 


5 


64 


68 


.8 


52 






Abu56891 


BoNT/A He 


6 


62 . 5 


67 


.2 


19 


2 


AAW4 5 4 97 


Aaw45497 


Targeting 


7 


62 . 5 


67 


.2 


19 


2 


ADH67 963 


Adh67963 


Compositi 


8 


62 . 5 


67 


.2 


19 


3 


AAR20595 


Aab20595 


Glycoprot 


9 


62 . 5 


67 


.2 


1 Q 

X J 




>UDVjO UOOO 


Abg30388 
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10 


62 . 5 


67 


.2 


1 Q 

X -7 


7 


ncU DjIDU 


Abu63160 
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1 1 

X X 


69 S 


67 


.2 


9 1 

£ X 


c. 


n ZXW4 5 4 9ft 


Aaw45498 


Targeting 


12 


62 . 5 


67 


.2 


21 


9 

Cm 


ADH67 964 


Adh67964 


Compositi 


13 


62 . 5 


67 


.2 


91 

L. X 




anR?n 596 


Aab20596 


Glycoprot 


14 


62 . 5 


67 


.2 


91 

C. X 


•j 


ARH^fl *3ft 9 


Abg30389 


Glycoprot 


15 


62 . 5 


67 


.2 


21 


7 


ARU6^1 61 

ADU O O X D X 


Abu63161 


Targeting 


16 


62 . 5 


67 


.2 


21 


8 


AHM1 0 97 ^ 


Adml0973 


GPIIbllla 


17 


62 . 5 


67 


.2 


26 


2 


A ART 59 7 6 


Aarl5276 


Anti-thro 


18 


62 . 5 


67 


.2 


27 


c 


AAR1 597*3 


Aarl5273 


Anti-thro 


19 


62 . 5 


67 


.2 


1 91 

X Cm 1 


0 


rvv£\U u J J J 


Aar06355 


Peptide c 


20 


62 . 5 


67 


.2 


219 


2 


AAR569^5 


Aar56235 


h66-118/h 


21 


62 . 5 


67 


.2 


223 


2 


AAR569^6 


Aar56236 


166-111/1 


22 


59 


63 


.4 


59 


\> 


ARTTS fiR 9P 


Abu56892 


BoNT/A He 


9 1 




63 


.4 


lot; 

X -J 


Q 
0 




Adr38648 


Mouse hea 


24 


56 


60 


.2 


20 


9 
c 


AAR1 S?91 


Aarl5291 


MRU for p 


25 


56 


60 


.2 


120 


2 


AAR25204 

nru\ £• w v ^ 


Aar25204 


0P-G2 mon 


26 


55 


59 


.1 


120 


2 


AAR^4 ?fip 


Aar34262 


Mab32 V-g 


27 


55 


59 


.1 


120 


4 


AAG6? 9 SO 


Aag62950 


Amino aci 


28 


55 


59 


.1 


121 


4 


AAIIfi? S74 


Aau02574 


Anti-adip 


29 


55 


59 


.1 


24 6 


2 


AAR60 ^99 


Aar60522 


Anti-TNF 


30 


53 . 5 


57 


.5 


291 




ARR42 054 


Abr42054 


Newcastle 


31 


53 


57 


.0 


17 


5 


vtxj c c o -j i 


Abp52337 


FV region 


19 


-J o 


57 


.0 


1 7 
x / 


t; 




Abp52329 


EV region 




«J o 


57 


.0 


14 4 

ITT 


c; 


ZXRR7 97 ^n 


Abb79730 


Anti-Stre 


^4 




57 


.0 


1 55 


o 


HRP7 9 oqc: 
/xDir / c. c. y D 


Abp72295 


Chimeric 


35 




57 


.0 


1 5 5 


Q 

o 




Adql5508 


Dhvarl-li 


36 


53 


57 


.0 


165 




ARP79 9 94 

ii-U C 1 Cm Cm J ~ 


Abp72294 


Chimeric 


37 


53 


57 


.0 


165 


8 


ADOl S Sf)6 


Adql5506 


Histatin 


38 


53 


57 


.0 


9 19 

Cm O Cm 


q 


Any l fi S7n 


Adxl8570 


VEGF-spec 


39 


53 


57 


.0 


232 


9 


AEA14 680 


Aeal4680 


VEGF rela 


40 


53 


57 


.0 


9*39 

£■ O Cm 


q 


AFA1 ^fi SO 


Aeal3850 


VEGF rela 


4 1 


52 . 5 


56 


.5 


9f^ 

C. U 


Cm 


AAR1 S977 


Aarl5277 


Anti-thro 


4 9 


59 5 


56 


.5 


97 


£ 


AAP1 ^974 


Aarl5274 


Anti-thro 


4 ? 


59 


55 


.9 


1 5 

X «J 


Q 
O 


Z\TYR4 R7 Rfl 


Adr45758 


Peptide d 


4 4 


52 


55 


.9 


24 


8 


AF5R4 S7 S9 


Adr45759 


Peptide d 


4 5 


52 


55 


.9 


9fi 




AAR1 S97R 
nrtAl Jt / J 


Aarl5275 


Anti-thro 


4 fi 


59 


55 


.9 


9 9 


o 
0 


■rVUr\4 J / DO 


Adr457 66 


Heavy cha 


47 


52 


55 


.9 


2 63 


2 


AAW909 9 6 


Aaw90226 


Anti-B7 .2 


4 s 


52 


55 


.9 


968 


£ 


AAW90 9 99 


Aaw90222 


Anti-B7.2 


4 9 


52 


55 


.9 


97 

Cm 1 O 


£• 


AAW9H997 


Aaw90227 


Anti-B7.1 


50 


52 


55 


.9 


281 


2 


AAW90223 


Aaw90223 


Anti-B7.1 


51 


52 


55 


.9 


403 


4 


ABG24933 


Abg24933 


Novel hum 


52 


52 


55 


.9 


556 


2 


AAW90218 


Aaw90218 


Bispecifi 


53 


52 


55 


.9 


580 


2 


AAW90217 


Aaw90217 


Bispecif i 


54 


51.5 


55 


.4 


291 


4 


AAB20443 


Aab20443 


Antibody 


55 


51.5 


55 


.4 


322 


4 


AAB20440 


Aab20440 


Antibody 


56 


51.5 


55 


.4 


729 


4 


7^B20439 


Aab20439 


Antibody 


57 


50.5 


54 


.3 


269 


4 


AAB61541 


Aab61541 


3DX sFv p 
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Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



August 9, 2006, 08:17:00 ; Search time 10.5392 Seconds 

(without alignments) 
132.883 Million cell updates/sec 

US-10-661-366-8 
93 

1 SAYYRYDGSYYYAMDY 16 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



650591 



650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB . pep : * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMC_CelerraJSIDS3/ptodata/2/iaa/7_C0MB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backfilesl.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB 



ID 



Description 
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| SCORE Search Results Details for Application 10< 
| and Search Result us-10-661-366-8,rapbrr 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6( 
8.rapbm. 

start 

Go Back 1 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



August 9, 2006, 09:01:05 



r Search time 34.2389 Seconds 
(without alignments) 
216.462 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-661-366-8 
93 

1 SAYYRYDGSYYYAMDY 16 



Scoring table:' BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 2097797 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : 



Published_Applications_AA_Main: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

3: /EMC_Celerra_J5IDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBC0MB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 



Score 



Query 

Match Length DB 



ID 



Description 



1 93 100.0 16 5 US-10-661-366-8 

2 93 100.0 125 5 US-10-661-366-1 

3 65 69.9 125 3 US-09-144-886-51 



Sequence 8, Appli 
Sequence 1, Appli 
Sequence 51, Appl 
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Sequence 
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Sequence 
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Sequence 
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63 
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This page gives you Search Results detail for the Application 10661366 and Search Result us-10-6< 
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start 

Go Back to prev 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



August 9, 2006, 09:02:15 



US-10-661-366-8 
93 

1 SAYYRYDGSYYYAMDY 16 



r Search time 5.24232 Seconds 
(without alignments) 
205.442 Million cell updates/sec 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 239914 seqs, 67312017 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : 



239914 



Published_Applications_AA_New: * 

1 : /EMC__Celerra__SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 

2 : /EMC_CelerraJ3IDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll__NEW_PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 
Sequence 17, Appl 



51.5 55.4 



119 6 US-10-968-757-17 
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GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 9, 2006, 08:00:49 ; Search time 6.27986 Seconds 

(without alignments) 
245.144 Million cell updates/sec 

US-10-661-366-8 
93 

1 SAYYRYDGSYYYAMDY 16 



Title: 

Perfect score: 
Sequence: 



Scoring table: 



Searched: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



283416 



Database 



PIR 80:* 



1: 


pirl : * 


2 : 


pir2 : * 


3: 


pir3 : * 


4 : 


pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10661366 and Search Result us-10- 
661-366-8. rup. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: August 9, 2006, 07:46:18 / Search time 48.3823 Seconds 

(without alignments) 
305.902 Million cell updates/sec 

Title: US-10-661-366-8 
Perfect score: 93 

Sequence: 1 SAYYRYDGSYYYAMDY 16 

Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt___7 . 2 : * 

1: uniprot_sprot : * 
2: uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 73 78.5 119 2 Q53VQ5_MOUSE Q53vq5 mus musculu 

2 63 67.7 119 2 Q53VQ9_M0USE Q53vq9 mus musculu 

3 62 66.7 145 2 Q924Rl_MOUSE Q924rl mus musculu 

4 58 62.4 483 2 Q5U413 MOUSE Q5u413 mus musculu 
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